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GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA") 
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PROTEIN/DNA) FIVE-FINGER GLI; 
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PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPJUBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPjRJBONUCLEOPROTElN 


COMPLEX (NUCLEAR 
PROTSIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA) , RNA, 
SNRNPJUBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP,RIBONUCLEOPROTEIN 


CELL ADHESION NEURAL CELL 
ADHESION 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
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HEMIHEDRAL TWINNING, 3 
MEROHEDRAL TWINNING, 
MEROHEDRY 


CELL ADHESION PROTEIN NCAM 
MODULE 2; CELL ADHESION, 
GLYCOPROTEIN, HEPARIN- 
BINDING, GPI- ANCHOR, 2 NEURAL 
ADHESION MOLECULE, 
IMMUNOGLOBULIN FOLD, 
HOMOPHIUC 3 BINDING, CELL 
ADHESION PROTEIN 




TRANSFERASE CK, MSSA; 
NUCLEOTIDE MONOPHOSPHATE 
KINASE,, TRANSFERASE 


TRANSFERASE TRANSFERASE 


TRANSFERASE AjPWBPfSTSE;TPS 

KINASE, ADENYLYLSULFATE 
KINASE, SULFATE, NUCLEOTIDE 2 
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TRIACYLGLYCEROL LIPASE; 
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DEGRADATION 1 


SERINE ESTERASE RELATED 
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ESTERASE, HYDROLASE, LIPID 
DEGRADATION, PANCREAS, 2 
GLYCOPROTEIN, CHIMERIC 
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MOLECULE, LARGE ISOFORM; 
CHAIN: A; 




CYTIDINE MONOPHOSPHATE 
KINASE; CHAIN: A; 


GLYCERQL-3 -PHOSPHATE 
CYTIDYLYLTRANSFERASE; 
CHAIN: A, B; 
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PROTEIN, CYTOKINE RECEPTOR 


BINDING PROTEIN BINDING 
PROTEIN, CYTOKINE RECEPTOR 


BINDING PROTEIN BINDING 
PROTEIN, CYTOKINE RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-L1KE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION. 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF. FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
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FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
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GRANULOCYTE COLONY- 
STIMULATING FACTOR 
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STIMULATING FACTOR 
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GLYCOPROTEIN 
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IMMUNOGLOBULIN FOLD, 
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GROWTH factor;growth 

FACTOR RECEPTOR FGF2; FGFR2; 
IMMUNOGLOBULIN (IQLIKE 
DOMAINS BELONGING TO THE I- i 
SET 2 SUBGROUP WITHIN IG-LIKE 
DOMAINS, B-TREFOIL FOLD 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF2; FGFR2; 
IMMUNOGLOBULIN (IG)LIKE 
DOMAINS BELONGING TO THE I- 
SET 2 SUBGROUP WITHIN IG-LIKE 
DOMAINS, B-TREFOIL FOLD 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGFl ; FGFRl ; 
IMMUNOGLOBULIN (IG) LIKE 
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DOMAINS, B-TREFOIL FOLD 
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MOLECULE; CHAIN: A, B, C, D; 
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MOLECULE; CHAIN: A, B, C, D; 


FIBROBLAST GROWTH 
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FIBROBLAST GROWTH 
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FACTOR 1; CHAIN; A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 

C, D; 


FIBROBLAST GROWTH 
FACTOR 1 ; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: ! 


SEQFOL 
D score 
















PMF 
score 




0.27 


d 


0.65 


M 

d 


GO 

d 


CO 

d 


Verify 
score 




0.02 


0.13 ■ 


CM 

o 

© 
i 


-3- 
d 


00 

o 

d 
■ 


0.05 


Psi Blast 




<£ 
oq 
<r\ 


m 

oq 
v© 


0> 


o 

Ti- 
ro 


f 

CD 
f> 

tI 


r*: 






a 

CM 


CM 


o 


^- 
«n 

CM 


CO 

CM 


o 

CM 


STAR 
T AA 












s 




CHAI ; 

NID j 




< 


< 


« 


o 


o 










Q> 

r-H 




9 


1 


I 


t» M 55 




1049 


o 


1049 | 


1049 


o 
«— « 


1049 



418 



WO 02/070539 



PCT/US02/05095 




41.9 



WO 02/070539 



PCT/US02/05095 



a 

o 

« 

O 

a 

« 

a* 



Si 



I 

o 



O £ 



o 



§3 

53 h £ 



o 



3 

CO 



o 



o 



a 



fa m 



■8 



a o 



o 

O 



00 

o 



r-* 

0\ 



CM 



O 



s 



VO 
CN 
O 



cm 



CO 



3 



a 
O 



6 



o 




o 



55 



8 w , 



IS 

is 
is 



5 



00 

89 



s 

p 



cri ffi 5) 



a 



a 



CO 



So 



fa? 



s 



o 



3 



On 

S 



8 



0\ 



9 



9 



6 



3 

3 



420 



WO 02/070539 



PO7US02/05095 



PDB annotation 


EXTRACELLULAR MATRIX, 2 

HEPARIN-BINDrNG, 

GLYCOPROTEIN 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN, RGD, 
EXTRACELLULAR MATRIX, 2 
HEP ARIN-BINPffi&jy m ~ - 
GLYCOPROTEIN 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN, RGD , 
EXTRACELLULAR MATRIX, 2 
HEPARIN-BINDING, 
GLYCOPROTEIN 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN, RGD, 
. EXTRACELLULAR MATRIX, 2 
HEPARIN-BINDING, 
GLYCOPROTEIN 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN, RGD, 
EXTRACELLULAR MATRIX, 2 
HEPARIN-BINDING, 
GLYCOPROTEIN 


MUSCLE PROTEIN CONNECTIN, 
NEXTM5; CELL ADHESION, 
GLYCOPROTEIN, 
TRANSMEMBRANE, REPEAT, 
BRAIN, 2 IMMUNOGLOBULIN FOLD, 
ALTERNATIVE SPLICING, SIGNAL, 3 
MUSCLE PROTEIN 


STRUCTURAL PROTEIN IN TE GRIN. 
HEMIDESMOSOME, FIBRONECTIN, 
CARCINOMA, STRUCTURAL 2 
PROTEIN 


1 

O 

a 

0 

O 

U 




FIBRONECTIN; CHAIN: NULL; 


! FIBRONECTIN; CHAIN: NULL; 1 


FIBRONECTIN; CHAIN: NULL; 


FIBRONECTIN; CHAIN: NULL; 


i 


INTEGRIN BETA-4 SUBUNTT; 
CHAIN: A, B; 
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MMUNOGLOBULIN-LIKE DOMAIN 1 






MUSCLE PROTEIN i 
IMMUNOGLOBULIN SUPERFAMILY, j 
I SET, MUSCLE PROTEIN 


TRANSFERASE TRX RECEPTOR, t 
RECEPTOR TYROSINE KINASE, 3D- j 
DOMAIN SWAPPING, 2 j 
TRANSFERASE I 


IMMUNE SYSTEM CD32; RECEPTOR, j 
FC, CD32, IMMUNE SYSTEM 


PROTEIN BINDING ED-B, 1 
FIBRONECTTN, TYPEIII DOMAIN, 
ANGIOGENESIS, PROTEIN 2 
BINDING 


PROTEIN BINDING ED-B, 
FIBRONECTTN, TYPEIII DOMAIN, 
ANGIOGENESIS, PROTEIN 2 
BINDING 


PROTEIN BINDING ED-B, 
FIBRONECTTN, TYPEIII DOMAIN, 
ANGIOGENESIS, PROTEIN 2 
BINDING 


PROTEIN BINDING ED-B, 
FIBRONECnN, TYPEIII DOMAIN, 
ANGIOGENESIS, PROTEIN 2 
BINDING 


§ 

o 

I 




MUSCLE PROTEIN TITIN 
MODULE MS (CONNECTTN) 
I TNM 3 (NMR, MINIMIZED 
AVERAGE STRUCTURE) ITNM 
4 1TNM5S 


GLYCOPROTEIN FIBRONECnN 
(TENTH TYPE IH MODULE) 
(NMR, 36 STRUCTURES) ITTF 3 


TWITCHIN 1 8THIGSF 
! MODULE; CHAIN: NULL; 


i NT-3 GROWTH FACTOR 

1 RECEPTOR TRKC; CHAIN: A; 


FC GAMMA RIIB; CHAIN: A; 


FIBRONECTTN; CHAIN: A; 


FIBRONECTTN; CHAIN: A; 


FIBRONECTTN; CHAIN: A; 


' FIBRONECTTN; CHAIN: A; 
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D score i 
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PDB annotation [ 


NUCLEAR TRANSPORT, 1 
TRANSPORT PROTEIN 


TRANSPORT PROTEIN TC4; GTPASE, 
NUCLEAR TRANSPORT, 
TRANSPORT PROTEIN 


SIGNALING PROTEIN GTP-BINDING 
PROTEINS, PROTEIN-PROTEIN 
COMPLEX, EFFECTORS 


SIGNALING PROTEIN G PROTEIN, 
GTP HYDROLYSIS, KINETIC 
CRYSTALLOGRAPHY, 2 SIGNALING 
PROTEIN 


SIGNALING PROTEIN PROTEIN- 
PROTEIN COMPLEX, 
ANTTPARALLEL COILED-COIL 


PROTEIN TRANSPORT GDP- 
BINDING, MEMBRANE TRAFFICKIN. 
NON-MYRISTOYLATED IHUR 16 


SMALL GTPASE KARYOPHERIN 
BETA, P95 SMALL GTPASE, 
NUCLEAR TRANSPORT RECEPTOR 


GTP-BINDING PROTEIN GTP- 
BINDING PROTEIN, SMALL G 
PROTEIN, RAP2, GDP, RAS 


GTP-BINDING GTP-BINDING, 
GTPASE, SMALL G -PROTEIN* RHO 
FAMILY, RAS SUPER 2 FAMILY 


[ COMPLEX (SMALL 
GTPASE/NUCLEAR PROTEIN) 
COMPLEX (SMALL 
GTPASE/NUCLEAR PROTEIN), 
SMALL GTPASE, 2 NUCLEAR 


§ 

d 
P. 
B 

0 

o 
U 


CHAIN: A, B; 


GTP-BINDING PROTEIN RAN; 
CHAIN: A, B; 


RAS-RELATED PROTEIN RAP- 
IA; CHAIN: A; PROTO- 
ONKOGENE 

SERINE/THREONINE PROTEIN 
KINASE CHAIN; B; 


TRANSFORMING PROTEIN 
P21/H-RAS-I; CHAIN: A; 


HIS-TAGGED TRANSFORMING 
PROTEIN RHOA(0- 181); CHAIN: ; 
A; PKN; CHAIN: B; \ 


HUMAN ADP-RIBOSYLATION i 
FACTOR 1 ; IHUR 5 CHAIN: A, I 
B; IHUR 7 ; 


I RAN; CHAIN: A, C; IMPORTTN i 
1 BETA SUBUNIT; CHAIN: B, D; j 


RAP2A; CHAIN: NULL; | 


RACI; CHAIN: NULL; 


RAN; CHAIN: A, C; NUCLEAR 
PORE COMPLEX PROTEIN 
NUP358; CHAIN: B, D; 


SEQFOL 
D score 
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PDB annotation [ 


1 TRANSPORT 


COMPLEX(GTPASE 
ACTIVATN/PROTO-ONCOGENE) 
GTPASE- ACTIVATING PROTEIN 
RHOGAP; COMPLEX (GTPASE 
ACTIV ATI ON/PROTO-ONCOGENE ) , 
GTPASE, 2 TRANSITION STATE, GAP 


COMPLEX (GTP- 

BINDING/EFFECTOR) RAS-RELATED 
PROTEIN RAB3A; COMPLEX (GTP- 
BINDING/EFFECTOR), G PROTEIN, 
EFFECTOR, RABCDR, 2 SYNAPTIC 
EXOCYTQSIS, RAB PROTEIN, j 
RAB 3 A, RABPfflLIN 


HYDROLASE CDC42/CDC42GAP; j 
CDC42/CDC42GAP; TRANSITION j 
STATE, G-PROTEIN, GAP, CDC42, 1 
ALF3., HYDROLASE i 


HYDROLASE G PROTEIN, 
VESICULAR TRAFFICKING, GTP 
HYDROLYSIS, RAB 2 PROTEIN, 
NEUROTRANSMITTER RELEASE, j 
HYDROLASE 1 




p? 
O 

mips 

5 tr 1 ^ 

s < y o 

||gl 




HYDROLASE ORTHOPHOSPHORIC j 
MONOESTER ! 
PHOSPHOHYDROLASE; 
HYDROLASE, ACETYLATION, 
TYROSINE PHOSPHATASE | 


Coumpound 




P50-RHOGA?;CHAIN:A; 
TRANSFORMING PROTEIN 
RHOA; CHAIN; B; 


RAB-3A; CHAIN: A; 
RABPHILIN-3A; CHAIN; B; 


. GTP BINDING PROTEIN (G25K); 
CHAIN: A; GTPASE 
ACTIVATING PROTEIN (RHG); 
CHAIN: B; 


RAB3A; CHAIN: A; 




RIBONUCLEASE INHIBITOR; 
CHAIN: NULL; 




LOW MOLECULAR WEIGHT 
PHOSPHOTYROSYL 
PHOSPHATASE; CHAIN: NULL; 


i SEQFOL 
1 D score 
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PDB annotation 




COMPLEX (PROTEASE/INHIBITOR) j 
TRYPSIN, COAGULATION F^TOR 
XA, CHIMERA, rtKHSKSE, PPACK, 2 
CHLOROMETHYLKETONE, 
COMPLEX (PROTEASE/INHIBITOR') 


COMPLEX (PROTEASE/INHIBITOR) 
RTAP; GLYCOPROTEIN, SERINE 
PROTEASE, PLASMA, BLOOD 
COAGULATION, 2 COMPLEX 
(PROTEASE/INHIBITOR) 


COMPLEX (BLOOD 
COAGULATION/PROENZYME) 
COMPLEX (BLOOD 
COAGULATION/PROENZYME), 
THROMBIN, 2 PRETHROMBIN-2, 
PLASMA, SERINE PROTEASE 


TERNARY COMPLEX (ZYMOGEN) 1 
TC, PCPA-TC; TERNARY COMPLEX 
(ZYMOGEN), SERINE PROTEINASE, 
C-TERMINAL 2 PEPTIDASE 


SERINE PROTEASE (TC)-T-PA; 
SERINE PROTEASE, FIBRINOLYTIC 
ENZYMES 




COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX \ 


I 

a 

6 

3 
O 

O 


HYDROLASE(SERINE 
PROTEINASE) EPSILON- 
THROMBIN (E.&3 A21 .5) NON- 
COVALENT COMPLEX WITH 
1ETR 3 MQPA IETR 4 1 


COAGULATION FACTOR XA- 
TRYPSIN CHIMERA; CHAIN: A; 
D-PHE-PRO-ARG- 
CHLOROMETHYLKETONE 
(PPACK) WITH CHAIN: I; 


FACTOR XA; CHAIN: H, L; 
ANTICOAGULANT PEPTIDE; 
CHAIN; I; 


ALPHA-THROMBIN; CHAIN: L, 
H; PRETHROMBIN-2; CHAIN: K; 


PROCARBOXYPEPTIDASE A; 
CHAIN: A, B; PROPROTEINASE 
E; CHAIN: C; 

CHYMOTRYPSINOGEN C; 
i CHAIN; D: 


TWO CHAIN TISSUE 
PLASMINOGEN ACTIVATOR; 
CHAIN: A, B: 




DNA; CHAIN: A, B, D,E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F, G; 


SEQFOL 
D score 
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> 

a 1 

1 

9 » 


| (ZINC FINGER/DNA) | 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) TFUIA; 5S 
GENE; NMR, TFIIIA, PROTEIN, DNA, 
TRANSCRIPTION FACTOR, 5S RNA 2 
GENE, DNA BINDING PROTEIN, 

i ZINC FINGER, COMPLEX 3 

i (TRANSCRIPTION 
REGULATTON/DNA) 


COMPLEX {TRANSCRIPTION 
REGULATfON/DNA) COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA), RNA 
POLYMERASE HI, 2 
TRANSCRIPTION INITIATION, ZINC 
FINGER PROTEIN 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1: 
TRANSCRIPTION INITIATION 
INITIATOR ELEMENT, YY 1 , ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 

REGULATION/DNA) I 


O o 
w w 

fl C 1 ") ' 
V n, _ 

9 o 5 

Sis* 

o g h 5 
u S a « 




HYDROLASE ATP SYNTHASE, FOFl - 
ATPASE, OXIDATIVE 
PHOSPHORYLATION, 2 
MITOCHONDRIA, HYDROLASE 




! Coumpound 




TRANSCRIPTION FACTOR IlIA; 
CHAIN: A; 5S RNA GENE; 
CHAIN: E, F; 


GO y 

w 

g S pf 
||| 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


ZINC FINGER PROTEIN GLI1; 
CHAIN: A; DNA; CHAIN: C s D; 




Fl -ATPASE ALPHA CHAIN; 
CHAIN: A; Fl-ATPASE BETA 
CHAIN; CHAIN: B; Fl-ATPASE 
GAMMA CHAIN: CHAIN: G: 




SEQFOL 
D score 
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PDB annotation 


HYDROLASE ATP SYNTHASE, FOF1- ! 
ATPASE, OXIDATIVE 
PHOSPHORYLATION, 2 
MITOCHONDRIA, HYDROLASE 




TOXIN BINDING PROTEIN TWO 
DOMAINS: BETA PROPELLER AND 
ALPHA/BETA FOLD 


TRANSCRIPTION INHIBITOR BETA- 
PROPELLER 


TRANSCRIPTION INHIBITOR BETA- ! 
PROPELLER j 


COMPLEX (GTP- | 
BINDING/TRANSDUCER) BETA1, 
TRANSDUCIN BETA SUBUNIT; 
GAMMA 1, TRANSDUCIN GAMMA 
SUBUNIT; COMPLEX (GTP- 
BINDING/TRANSDUCER), G j 
PROTEIN, HETEROTRIMER 2 
SIGNAL TRANSDUCTION 1 




MEMBRANE PROTEIN CRYSTAL 
STRUCTURE, MEMBRANE, FERM 
DOMAIN, TAIL DOMAIN i 




\ KINASE KINASE, SIGNAL 
TRANSDUCTION, 
1 CALCIUM/CALMODULIN 


KINASE KINASE, SIGNAL i 
TRANSDUCTION, \ 
CALCIUM/CALMODULIN ! 




•a 
a 

o 
i 

a 


Fl-ATPASE ALPHA CHAIN; 
CHAIN: A; Fl-ATPASE BETA 
CHAIN; CHAIN: B; Fl-ATPASE 
GAMMA CHAIN; CHAIN: G; 




TOLB PROTEIN; CHAIN: A; 


TRANSCRIPTIONAL 
REPRESSOR TUPl; CHAIN: A, 
B, C; 


TRANSCRIPTIONAL 
REPRESSOR TUPl; CHAIN: A, 
B,C; 


GT-ALPHA/GI-ALPHA 
| CHIMERA; CHAIN: A; GT- 
BETA; CHAIN: B; GT-GAMMA; 
CHAIN: G; 




MOESIN; CHAIN: A, B; MOESIN; 
CHAIN: C, D, 




CALCIUM/CALMODULIN- 
DEPENDENT PROTEIN KINASE; 
CHAIN: NULL: 


CALCIUM/CALMODULIN- 
DEPENDENT PROTEIN KINASE; 
CHAIN: NULL; 




SEQFOL 
D score 


130.11 
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PMF 
score 
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PDB annotation 


i 

3" 

u 


TRANSFERASE MITOGEN 
ACTIVATED PROTEIN KINASE, MAP 
2, ERK2; TRANSFERASE, 
SERINE/THREONINE-PROTEIN 
KINASE, MAP KINASE, 2 ERK2 




IMMUNE SYSTEM 
IMMUNOGLOBULIN, 
IMMUNORECEPTOR, IMMUNE 
SYSTEM 


T-CELL SURPACE GLYCOPROTEIN 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, 
GLYCOPROTEIN, T-CELL, 2 MHC, 
LIPOPROTEIN, T-CELL SURFACE 
GLYCOPROTEIN 


IMMUNE SYSTEM FAB 58.2; FAB 
58.2; V3 LOOP; IMMUNOGLOBULIN, 
FAB, HIV-1, GP120, V3, IMMUNE 
SYSTEM 
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EXTRACELLULAR 
REGULATED KINASE 2; 1 

CHAIN: NULL; \ 




ALPHA-BETA T CELL 
RECEPTOR (TCR) (D10); CHAIN: 
A; 


T-CELL SURFACE 
GLYCOPROTEIN CD4; CHAIN: 
NULL; 


IGGl ANTIBODY 58.2 (LIGHT 
CHAIN); CHAIN: L; IGGl 
ANTIBODY 58.2 (HEAVY 
CHAIN); CHAIN: H; EXTERIOR 
MEMBRANE 
GLYCOPROTEIN(GP120); 
CHAIN; P; 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl 
(KAPPA LIGHT CHAIN) FAB 1 
FRAGMENT I FIG 3 


MHC CLASS I HLA-A; CHAIN: 
A; BETA-2 MICROGLOBULIN; 
CHAIN: B; TAX PEPTIDE P6A; 
CHAIN: C; HMAN T-CELL 
RECEPTOR; CHAIN: D; HLA-A 
0201; CHAIN: E; 
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IMMUNOGLOBULIN- 
IMMUNOGLOBULIN 




HYDROLASE TETRATRICOPEP7TDE. 
TRP; HYDROLASE, PHOSPHATASE, 
PROTEIN-PROTEIN INTERACTIONS, 
TPR, 2 SUPER-HELIX, X-RAY 
STRUCTURE 




BLOOD COAGULATION FACTOR 
BLOOD COAGULATION, 
GLYCOPROTEIN, CALCIUM, 
PLATELET, PLASMA, 2 
ALTERNATIVE SPLICINCL SIQfrlAL, 
DISEASE MUTAfWK^"*^ 
POLYMORPHISM 


BLOOD COAGULATION BLOOD 
COAGULATION, PLASMA PROTEIN, 
CROSSLINKING 


BLOOD COAGULATION BLOOD 
COAGULATION, PLASMA PROTEIN, 
CROSSLINKING 


BLOOD COAGULATION BLOOD 
COAGULATION, FIBRINOGEN-420, 
ALPHAEC DOMAIN, 2 FIBRINOGEN 
RELATED DOMAIN, S 
GLYCOSYLATED PROTEIN ! 


BLOOD COAGULATION BLOOD 
COAGULATION, PLASMA, 
PLATELET, FIBRINOGEN. FIBRIN 
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IMMUNOGLOBULIN IGG2A 
FAB FRAGMENT (CNJ206) 2GFB 

3 


IMMUNOGLOBULIN; CHAIN: A, 
B, C, D; 




! SERINE/IHREONINE PROTEIN 
PHOSPHATASE 5; CHAIN: 
NULL; 




! GAMMA-FIBRINOGEN 
! CARBOXYL TERMINAL 
FRAGMENT; CHAIN: NULL; 
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CYTOKINE MACROPHAGE, 
INFLAMMATORY RESPONSE, 
CYTOKINE 


CYTOKINE PHEN YLP YRUVATE 
TAUTOMERASE; CYTOKINE, 
MACROPHAGE, INFLAMMATORY 
RESPONSE, TAUTOMERASE 




HEXAMERIZATION DOMAIN 
HEXAMERIZATION DOMAIN, 
ATPASE, TRANSPORT 




CALCIUM-BINDING PROTEIN 
CALSEQUESTRIN, CALCIUM- 
BINDING PROTEIN, SARCOPLASMIC 
2 RETICULUM, RABBIT SKELETAL 
MUSCLE 




UBIQUITIN CONJUGATION UBC2; 
UBIQUITIN CONJUGATION, 
UBIQUITIN-CONJUGATING 
ENZYME 


LIGASE E6AP; UBCH7; BILOBAL 
STRUCTURE, ELONGATED SHAPE, 
E3 UBIQUITIN LIGASE, E2 2 
UBIQUITIN CONJUGATING ENZYME 


LIGASE UBIQUITIN, UBIQUITIN- 
CONJUGATING ENZYME, YEAST 


! 
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3 
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W 




MACROPHAGE MIGRATION 
INHIBITORY FACTOR; CHAIN: 
NULL; 


GLYCOSYLATION-INHIBITING 
FACTOR; CHAIN: A, B, C; 


MACROPHAGE MIGRATION 
INHIBITORY FACTOR; CHAIN: 
A,B,C; 
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CALSEQUESTRIN; CHAIN: 
NULL 




UBIQUITIN-CONJUGATING 
ENZYME RAD6; CHAIN: A, B, C; 


UBIQUITIN-PROTEIN LIGASE 
E3A; CHAIN: A, B, C; 
UBIQUITIN CONJUGATING 
ENZYME E2; CHAIN: D: 


UBIQUITIN CONJUGATING 
ENZYME; CHAIN: A; 
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TRANSFERASE TRANSFERASE, j 
TYROSINE KINASE, SH3, SH2, 
! ONCOPROTEIN 


TRANSFERASE HCK; SH3, PROTEIN 
TYROSINE KINASE, SIGNAL 
TRANSDUCTION, 2 TRANSFERASE 




ELECTRON TRANSPORT HELIX, 
BETA-STRAND, ELECTRON 
TRANSPORT 




> 

i 


COMPLEX 

(HYDROLASE/INHIBITOR) LDTI; 
COMPLEX 

(HYDROLASE/INHIBITOR), 
HYDROLASE, INHIBITOR, 2 
INFLAMMATION, TRYPTASE 




i CALCIUM-BINDING PROTEIN 
CALMODULIN CERIUM TRIC- 
: DOMAIN, RESIDUES 1 - 75; CERIUM- 
i LOADED, CALCIUM-BINDING 
PROTEIN 


< 

s 

1 

A, 

| 

1 


Con m pound 


PROTO-ONCOGENE TYROSINE 
KINASE (E.C.2.7.L112) ISHF 3 
(SH3 DOMAIN) ISHF 4 


ABL TYROSINE KINASE; 
CHAIN: NULL; 


HEMATOPOIETIC CELL 
KINASE; CHAIN: NULL; 




| CYTOCHROME B5; CHAIN: A; 




COMPLEX(SERINE 
PROTEINASE-INHIBITOR) 
ALPHA-CHYMOTRYPSIN 
(E.C.3.4.21.1) COMPLEX WTffl 
TURKEY ICHO 4 OVOMUCOID 
THIRD DOMAIN (/0MTKY3S) 
ICHO 5 


TRYPSIN; CHAM: T; TRYPTASE 
INHIBITOR; CHAIN: L; " 




CALMODULIN; CHAIN: NULL; 


1 CALCIUM VECTOR PROTEIN; 
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EF-HAND FAMILY, CALCIUM j 
BINDING PROTEIN, NMR 


1 

i 

D 




STRUCTURAL PROTEIN HELIX- 
TURN-HELIX 


METAL TRANSPORT CALMODULIN, 
HIGH RESOLUTION. DISORDER 


ANTIFREEZE PROTEIN INSECT 
ANTIFREEZE PROTEIN, THERMAL 
HYSTERESIS, TENEBRIO 2 
MOLITOR, IODINAHQN, RIGHT- 
HANDED BETA-HELIX, TMAFP 


TRANSPORT PROTEIN CALCIUM 
BINDING, EF HAND, FOUR-HELIX 
BUNDLE 


BLOOD CLOTTING 
COMPLEXCSERINE 
PROTEASE/COFACTOR/LIGAND), 
BLOOD COAGULATION, 2 SERINE 
PROTEASE, COMPLEX, CO-FACTOR, 
RECEPTOR ENZYME, 3 INHIBITOR, 
GLA, EGF, COMPLEX (SERINE 4 


Con m pound 


CHAIN: A; 


CALCIUM-BINDING PROTEIN 
CALMODULIN COMPLEXED 
WITH CALMODULIN-BINDING 
DOMAIN OF ICDM 3 
CALMODULIN-DEPENDENT 
PROTEIN KINASE H I CDM 4 


C0MPLEX(SERINE 
PROTEINASE- INHIBITOR) 
ALPHA-CHYMOTRYPSIN 
(E.C.3.4.21.I) COMPLEX WITH 
TURKEY 1CH0 4 OVOMUCOID 
THIRD DOMAIN (/OMTKY3S) 
ICHO 5 


CARDIAC TROPONIN C; 
CHAIN: A; 


CALMODULIN; CHAIN; A; 


THERMAL HYSTERESIS 
PROTEIN ISOFORM YLrl; 
CHAIN: A,B; 


CALMODULIN; CHAIN: A; 


BLOOD COAGULATION 
FACTOR VIIAs CHAIN: L; i 
BLOOD COAGULATION 
FACTOR VHA; CHAIN: H; 
SOLUBLE TISSUE FACTOR; 
CHAIN: T; 5L15; CHAIN: I; i 
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PDB annotation 


PROTEASE/COFACTOR/LIGAND), 
BLOOD CLOTTING 


EXTRACELLULAR MODULE 
OSTEONECTIN, SPARC, SECRETED 
PROTEIN ACIDIC AND 
EXTRACELLULAR MODULE, 
GLYCOPROTEIN, ANTI-ADHESIVE 
PROTEIN, 2 COLLAGEN BINDING, 
SITE-DIRECTED MUTAGENESIS, 
GLYCOSYLATED 3 PROTEIN 
MODRES 


GROWTH FACTOR EHl ; EH 
DOMAIN, EPS 15, EF-HAND, 
SOLUTION STRUCTURE, S 1 00 
PROTEIN 




COMPLEX (SERINE 
PROTEASETINHIBITOR) SGPB; ISGP 
& ALA1 8-OMTKY3; ISGP 14 SERINE 
PROTEINASE, PROTEIN INHIBITOR 
ISGP 25 


CALCIUM-BINDING PROTEIN BM- 
40, OSTEONECTIN; 1 SRA 7 
EXTRACELLULAR MATRIX 
PROTEIN ISRA 20 


CALCIUM-BINDING PROTEIN BM- 
40, OSTEONECTIN; ISRA 7 
EXTRACELLULAR MATRIX 
PROTEIN ISRA 20 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
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BASEMENT MEMBRANE 
PROTEIN BM-40; CHAIN: A, B; 


EPIDERMAL GROWTH FACTOR 
RECEPTOR SUBSTRATE 
CHAIN: A; 


CALCIUM-BINDING PROTEIN 
RAT ONCOMODULIN IRRO 3 


STREPTOMYCES GRISEUS 
PROTEINASE B; ISGP 6 CHAIN: 
E; ISGP 7 TURKEY 
OVOMUCOID INHIBITOR; ISGP 
11 CHAIN: I; ISGP 12 


SPARC; ISRA 4 CHAIN: NULL; 
; ISRA 5 


SPARC; 1 SRA 4 CHAIN: NULL; 
ISRA 5 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 
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PDB annotation J 


GROWTH FACTOR LIKE DOMAIN 1 










PHOSPHOLIPID ANALOG 
PLACENTAL ANTICOAGULANT 
PROTEIN; PHOSPHOLIPID ANALOG, 
CALCIUM BINDING PROTEIN, 
MEMBRANE 2 BINDING PROTEIN ; 


PHOSPHOLIPID ANALOG 
PLACENTAL ANTICOAGULANT 
PROTEIN; PHOSPHOLIPID ANALOG, 
CALCIUM BINDING PROTEIN, 
MEMBRANE 2 BINDING PROTEIN 












Coumpound 




PROTEINASE INHIBITOR 
(KAZAL) OVOMUCOID THIRD 
DOMAIN CLEAVED RDI 30VO 
3 


CALCIUM-BINDING PROTEIN 
P ARVALBUMINF (ALPHA 
LINEAGE) 5PAL 3 


LECTIN (AGGLUTININ) WHEAT 
GERM AGGLUTININ 
(ISOLECTIN 2) 9WGA 3 




ANNEXIN V; CHAIN; NULL; 


ANNEXIN V; CHAIN: NULL; 


CALCIUM/PHOSPHOLIPID 
BINDING ANNEXIN I IAIN 3 


CALCIUM/PHOSPHOLIPID 
BINDING ANNEXIN 1 IAIN 3 


CALCIUM/PHOSPHOLIPID 
BINDING ANNEXIN 1 IAIN 3 


CALCIUM/PHOSPHOLIPID- 
BINDING PROTEIN ANNEXIN V 
IALA 3 


CALCIUM/PHOSPHOLIPID- 
BINDING PROTEIN ANNEXIN V 
IALA 3 
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MEMBRANE-BINDING, 2 

CALCIUM/PHOSPHOLIPID-BINDING 

PROTEIN 


CALCIUM/PHOSPHOLIPID-BINDING 
PROTEIN ANNEXIN FAMILY 1 AXN 
14 


CALCIUM/PHOSPHOLIPID-BINDING 
PROTEIN ANNEXIN FAMILY 1 AXN 
14 


METAL BINDING PROTEIN PLANT 
ANNEXIN, CAPSICUM ANNUUM, 
BELL PEPPER, CALCIUM 2 BINDING 
PROTEIN 




> 

1 




SCAFFOLD PROTEIN SCAFFOLD 
PROTEIN, PP2A, | 


§ 
s. 

o 
U 




ANNEXIN HI; 1 AXN 4 CHAIN: 
NULL; 1AXN5 


ANNEXIN III; IAXN 4 CHAIN: 
NULL; IAXN 5 


5 


CALaUM/PHOSPHOLIPID 
! BINDING ANNEXIN V 
! (LIPOCORTIN V, ENDONEXIN 
II, PLACENTAL IHVD 3 
ANTICOAGULANT PROTEIN) 
(CALCIUM IONS ARE VISIBLE) 
MUTATION IHVD 4 WITH GLU 
17 REPLACED BY GLY (E17G) 
IHVD 5 


CALCIUM/PHOSPHOUPID 
BINDING ANNEXIN V 
(LIPOCORTIN V, ENDONEXIN 
H : PLACENTAL IHVD 3 
ANTICOAGULANT PROTEIN) 
(C ALCIUM IONS ARE VISIBLE) 
MUTATION IHVD 4 WITH GLU 
17 REPLACED BY GLY (E17G) 
IHVD 5 




PROTEIN PHOSPHATASE PP2A; 
CHAIN: A, B; 
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PHOSPHORYLATION, HEAT REPEAT I 


SCAFFOLD PROTEIN SCAFFOLD 
PROTEIN, PP2A, 

PHOSPHORYLATIOR HEAT REPEAT 


SCAFFOLD PROTEIN SCAFFOLD 
PROTEIN, PF2A, 

PHOSPHORYLATION, HEAT REPEAT 


TRANSPORT PROTEIN SERINE-RICH 
RNA POLYMERASE I SUPPRESSOR 
PROTEIN; ARM REPEAT 


TRANSPORT PROTEIN SERINE-RICH 
RNA POLYMERASE I SUPPRESSOR 
PROTEIN; ARM REPEAT 


NUCLEAR IMPO!?r*!tSKPToTT 

KARYOPHERIN ALPHA; NUCLEAR 
IMPORT RECEPTOR, NUCLEAR 
LOCALIZATION SIGNAL, 2 
ARMADILLO REPEATS, 
AUTOINHIBITION, INTRASTERIC 
REGULATION 


NUCLEAR IMPORT RECEPTOR 
KARYOPHERIN ALPHA; NUCLEAR 
IMPORT RECEPTOR, NUCLEAR 
LOCALIZATION SIGNAL, 2 
ARMADILLO REPEATS, 
AUTOINHIBITION, INTRASTERIC 
REGULATION 


SMALL GTPASE KARYOPHERIN 
BETA, P95 SMALL GTPASE, 
NUCLEAR TRANSPORT RECEPTOR 


STRUCTURAL PROTEIN 
ARMADILLO REPEAT, BETA- 


Coumponnd 




PROTEIN PHOSPHATASE PP2A; 
CHAIN: A s B; 


PROTEIN PHOSPHATASE PP2A; 
I CHAIN: A, B; 


KARYOPHERIN ALPHA; | 
CHAIN:A,B;MYCPROTO- ! 
ONCOGENE PROTEIN; CHAIN: ! 


KARYOPHERIN ALPHA; 
CHAIN: A, B; MYC PROTO- 
ONCOGENE PROTEIN; CHAIN: 
C, D, E, F; 


IMPORTIN ALPHA; CHAIN: A; 


IMPORTIN ALPHA; CHAIN: A; 


RAN; CHAIN: A, C; IMPORTIN 
BETA SUBUNIT; CHAIN: B, D; 


BETA-CATENIN; CHAIN: NULL; 
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COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNRRffiONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP.RIBONUCLEOPROTEIN 


CELL ADHESION LEUCINE RICH 
REPEAT, CALCIUM BINDING, CELL 
ADHESION 


►J 

3d 

FtI T 

Ii 

So? 
< 5 


CELL ADHESION LEUCINE RICH 
REPEAT, CALCIUM BINDING, CELL 
ADHESION 


TRANSFERASE CRYSTAL 
STRUCTURE, RAB 

GERANYLGERANYLTRANSFERASE, 
10A2 RESOLUTION, N~ 
FORMYLMETHIONINE, ALPHA 
SUBUNIT, BETA SUBUNIT 


TRANSFERASE CRYSTAL 
STRUCTURE, RAB 

GERANYLGERANYLTRANSFERASE, 
2.0 A 2 RESOLUTION, N- 
FORMYLMETHIONINE, ALPHA 
SUBUNIT, BETA SUBUNIT 


TRANSFERASE CRYSTAL 
STRUCTURE, RAB 


6 
5 




U2 RNA HAIRPIN IV; CHAIN: Q, 
R; U2 A r ; CHAIN: A, C; U2 B"; 
CHAIN; B s D; 


U2 RNA HAIRPIN IV; CHAIN: Q, 
! R; U2 A'; CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


INTERNAUN B; CHAIN; A; 


INTERNALIN B; CHAIN: A; 


INTERNALIN B; CHAIN; A; 


RAB 

GERANYLGERANYLTRANSFE 
RASE ALPHA SUBUNIT; 
CHAIN: A, C; RAB 
GERANYLGERANYLTRANSFE 
RASE BETA SUBUNIT; CHAIN: 
B,D; 


RAB 

GERANYLGERANYLTRANSFE 

RASE ALPHA SUBUNIT; 
' CHAIN: A, C; RAB 
1 GERANYLGERANYLTRANSFE 

RASE BETA SUBUNIT; CHAIN: 

B,D; 


RAB 

GERANYLGERANYLTRANSFE 


SEQFOL | 
! B score ; 
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TRANSFERASE CRYSTAL 
STRUCTURE, RAB 

GERANYLGERANTLTRANSFERASE, 
2.0 A 2 RESOLUTION, N- 
FORMYLMETHIONINE, ALPHA 
SUBUNIT, BETA SUBUNIT 


CONTRACTILE PROTEIN LEU CINE- 
RICH REPEAT, BETA-BETA-ALPHA 
CYLINDER, DYNEIN, 2 
CHLAMYDOMONAS, FLAGELLA 


CONTRACTILE PROTCIN LEUCINE- 
RICH REPEAT, BETA-BETA-ALPHA 
CYLINDER, DYNEIN, 2 
CHLAMYDOMONAS, FLAGELLA 


CONTRACTILE PROTEIN LEUCINE- 
RICH REPEAT, BETA-BETA-ALPHA 
CYLINDER, DYNEIH 2 
CHLAMYDOMONAS, FLAGELLA 


RNA BINDING PROTEIN TAP (NFXl); 
RIBONUCLEOPROTEIN (RNP,RBD 
OR RRM) AND LEUCINE-RICH- 
REPEAT 2 (LRR) 


RNA BINDING PROTEIN TAP (NFXI); 
RIBONUCLEOPROTEIN {RNP,RBD 
OR RRM) AND LEUCINE-RICH- 
REPEAT 2 (LRR) 


LIGASE CYCLIN A/CDK2- 
ASSOCIATED P45; CYCLIN A/CDK2- 


T3 

g 

o 

p. 

a 

a 


RASE ALPHA SUBUNIT; 

CHAIN: A, C; RAB 

GERANYLGERANYLTRANSFE 
; RASE BETA SUBUNIT; CHAIN: 
!B,D; 


RAB 

GERANYLGERANYLTRANSFE 
RASE ALPHA SUBUNIT; 
CHAIN: A, C; RAB 
GERANYLGERANYLTOANSFE 
RASE BETA SUBUNIT; CHAIN: 1 


OUTER ARM DYNEIN; CHAIN: 
A; 


OUTER ARM DYNEIN; CHAIN: 
A; 


OUTER ARM DYNEIN; CHAIN: 
A; 


NUCLEAR RNA EXPORT 
FACTOR. 1; CHAIN: A, B; 


NUCLEAR RNA EXPORT 
FACTOR I; CHAIN: A, B; 


SKP2; CHAIN: A, C;SKP1; 
CHAIN: B, D; 


SEQFOL 
J> score 
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PDB annotation 


PEPTIDE-COMPLEX, HELICAL 
REPEAT, HSP90, 2 PROTEIN 
BINDING 


CHAPERONE HOP, TPR- DOMAIN, 
PEPTIDE-COMPLEX, HELICAL 
REPEAT, HSP90, 2 PROTEIN 
BINDING 


CHAPERONE HOP, TPR- DOMAIN, 
PEPTIDE-COMPLEX, HELICAL 
REPEAT, HSP90, 2 PROTEIN 
BINDING _ 


1 

3^ 

r? J S 

m dt o 

W ^ ^ 
O co 

5 V* 
SP 9 < § 

3 flu gj g 
o S 3 CO 


CHAPERONE HOP, TPR- DOMAIN, 
PEPTIDE-COMPLEX, HELICAL 
REPEAT, HSP90, 2 PROTEIN 
BINDING 


CHAPERONE HOP, TPR- DOMAIN, 
PEPTIDE-COMPLEX, HELICAL 
REPEAT, HSP90, 2 PROTEIN 
BINDING 


CHAPERONE HOP, TPR-DOMAEN, 
PEPTIDE-COMPLEX, HELICAL 
REPEAT, HSC70, 2 HSP70, PROTEIN 
BINDING 


CHAPERONE HOP, TPR-DOMAIN, 
PEPTIDE-COMPLEX, HELICAL 
REPEAT, HSC70, 2 HSP70, PROTEIN 
BINDING 


CHAPERONE HOP, TPR- DOMAIN, 
PEPTIDE-COMPLEX, HELICAL 
REPEAT, HSC70, 2 HSP70, PROTEIN 


T3 

a 

§ 

a 

o 
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CHAIN: A; HSP90-PEPTIDE 
i MEEVD; CHAIN: B; 


TPR2 A- DOMAIN OF HOP; 
CHAIN: A; HSP90-PEPTIDE 
MEEVD; CHAIN: B; 


TPR2A-DOMAIN OF HOP; 
CHAIN: A; HSP90-PEPTIDE 
MEEVD; CHAIN: B; 


TPR2A-DOMAIN OF HOP; 
CHAIN: A; HSP90-PEPHDE 
MEEVD; CHAIN: B; 


TPR2A-D OMAIN OF HOP; 
CHAIN: A; HSP9Q-PEPTIDE 
MEEVD; CHAIN: B; 


TPR2A-DOMAIN OF HOP; 
CHAIN: A; HSP90-PEPTIDE 
MEEVD; CHAIN: B; 


TPR 1 -DOMAIN OF HOP; CHAIN: 
A, B; HSC70-PEPTIDE; CHAIN; 
C,D; 


TPRI-DOMAIN OF HOP; CHAIN: 
A, B; H S C7 0-PEPTIDE; CHAIN: 
C,D; 


TPRI-DOMAIN OF HOP; CHAIN: 
A, B; HSC70-PEPTIDE; CHAIN: 
C,D; 


SEQFOL 
D score 
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PDB annotation 


AND 2, ECAD12; CADHERIN, CELL 
ADHESION PROTEIN, CALOUM 
BINDING PROTEIN 


CELL ADHESION PROTEIN 
CADHERIN INCI 13 


CELL ADHESION PROTEIN 
CADHERIN INCI 13 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN 


METAL BINDING PROTEIN BETA 
SANDWICH, CALCIUM-BINDING 
PROTEIN, METAL BINDING 2 
PROTEIN 


CELL ADHESION UVOMORULIN; 
CADHERIN, CALCIUM BINDING, 
CELL ADHESION 




ANTI-ONCOGENE CELL CYCLE, 
ANTI-ONCOGENE, REPEAT, ANK 


ANTI-ONCOGENE CELL CYCLE, 
ANTI-ONCOGENE, REPEAT, ANK 
REPEAT 


ANTI-ONCOGENE CELL CYCLE, 
ANTI-ONCOGENE, REPEAT, ANK 
REPEAT 


ANTI-ONCOGENE CELL CYCLE, 
ANTI-ONCOGENE, REPEAT, ANK 
REPEAT 


ANTI-ONCOGENE CELL CYCLE, 


i 
& 

Q 




N-CADHERIN; INCI 3 


N-CADHERIN; INCI 3 


N-CADHERIN; CHAIN: A; 


N-CADHERIN; CHAIN: A; 


N-CADHERIN; CHAIN: A; 


S 

3 

s ^ 


EPITHELIAL CADHERIN; 
CHAIN: NULL; 




TUMOR SUPPRESSOR 
PI 6INK4A; CHAIN: NULL; 


TUMOR SUPPRESSOR 
P 1 6INK4A; CHAIN: NULL; 
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1 TUMOR SUPPRESSOR 
\ P16TNK4A; CHAIN: NULL; 


TUMOR SUPPRESSOR 
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D score 
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PDB annotation 


INHIBITOR, THROMBOSIS 1 


SERINE PROTEASE INHIBITOR 

FACTOR XA INHIBITOR; 

ANTISTASIN, CRYSTAL 

STRUCTURE, FAnSlWScW? ~ 
; INHIBITOR, 2 SERINE PROTEASE 
j INHIBITOR, THROMBOSIS 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 








LYASE 2-PHOSPHO-D-GLYCERATE S 
HYDROLASE; LYASE, GLYCOLYSIS | 


LYASE (CARBON-OXYGEN) 2- 
PHOSPHO-D-GLYCERATE 
DEHYDRATASE; IPDZ 6 




PROTEIN KINASE INHIBITOR PKCI- 
I, PROTEIN KINASE C INHIBITOR 1, 
HINT PROTEIN KINASE INHIBITOR, 
PKC1-1, HIT PROTEIN FAMILY, 2 
HISTIDINE TRIAD PROTEIN 
FAMILY, NUCLEOTIDYL 
HYDROLASE, 3 NUCLEOTIDYL 
TRANSFERASE 


PROTEIN KINASE INHIBITOR PKCI- [ 


Coumpound 




ANTISTASIN; CHAIN: NULL; 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 


METALLOTHIONEIN 
METALLOTHIONEIN ISOFORM 
II 4MT2 3 


LECTIN (AGGLUTININ) WHEAT 
GERM AGGLUTININ 
(ISOLECITN2) 9WGA3 




ENOLASE; CHAIN: A, B; | 


! ENOLASE; IPDZ 4 CHAIN: j 
i NULL; IPDZ 5 




PROTEIN KINASE C j 
INTERACTING PROTEIN; 
CHAIN: NULL; 


PROTEIN KINASE C | 
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D score 
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COMPLEX (INHIBITOR ] 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA. COMPLEX 
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SIGNALING PROTEIN HELIX-TURN- 
HELIX, ANKYRIN REPEAT 


SIGNALING PROTEIN HELIX-TURN- j 
HELIX, ANKYRIN REPEAT 


METAL BINDING PROTEIN ZINC- f 
BINDING MODULE, ANKYRIN 
REPEATS, METAL BINDING 
PROTEIN 


METAL BINDING PROTEIN ZINC- 
BINDING MODULE, ANKYRIN 
REPEATS, METAL BINDING 
PROTEIN 


CELL CYCLE INHIBITOR PIS- 
INK4C(INK6); CELL CYCLE . 
INHIBITOR, P 1 S-INK4C(INK6)j 
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INHIBITOR 
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: CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; PI9INK4D; CHAIN: 
B; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
4 INHIBITOR B; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
4 INHIBITOR B; CHAIN: A; 


PYK2-ASSOCIATED PROTEIN 1 
BETA; CHAIN: A; j 


PYK2- ASSOCIATED PROTEIN 
BETA; CHAIN: A; 
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6 INHIBITOR; CPIAIN: A, B; : 
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PBB annotation j 


DC/X-BP COAGUId««PPR.CroR 

BINDING, C-TYPE LECTIN, GLA- 
DOMAIN 2 BINDING, C-TYPE CRD 
MOTIF, LOOP EXCHANGED DIMER 


COAGULATION FACTOR BINDING I 
IX/X-BP COAGULATION FACTOR 
BINDING, C-TYPE LECTIN, GLA- 
DOMAIN 2 BINDING, C-TYPE CRD 
! MOTIF, LOOP EXCHANGED DIMER 


COAGULATION FACTOR BINDING 
IX/X-BP COAGULATION FACTOR 
BINDING, C-TYPE LECTIN, GLA- 
DOMAIN 2 BINDING, C-TYPE CRD 
MOTIF, LOOP EXCHANGED DIMER 


PANCREATIC STONE INHIBITOR 
PANCREATIC STONE INHIBITOR, 
LECTIN 


PANCREATIC STONE INHIBITOR 
PANCREATIC STONE INHIBITOR, 
LECTIN 


METAL BINDING PROTEIN 
PANCREATIC STONE PROTEIN, PSP; 
PANCREATIC STONE INHIBITOR, 
LITHOSTATHINE 


METAL BINDING PROTEIN j 
PANCREATIC STONE PROTEIN, PSP; 
PANCREATIC STONE INHIBITOR, 
LITHOSTATHINE 




LECTIN TETRANECTIN, 
PLASMINOGEN BINDING, KRINGLE 
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SERPIN ACT; SERPIN, SERINE 
PROTEASE INHIBITOR, 
ANTICHYMOTRYPSIN 






PROTEIN BINDING PAI-2; SERPIN, 
PROTEIN BINDING 


PROTEIN BINDING PAI-2; SERPIN, 
PROTEIN BINDING 


HYDROLASE INHIBITOR SERPIN 
FOLD, RCL CLEAVAGE, A BETA 
SHEET POLYMERISAnON 


HYDROLASE INHIBITOR NATIVE 
SERPIN, HYDROLASE INHIBITOR 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEASE-INHIBXTOR 
COMPLEX, SERPIN, ALPHA- 1- 
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PLASMINOGEN ACTIVATOR 
i INHIBITOR-2; CHAIN: A; 


Pl-ARG ANTITRYPSIN; CHAIN: i 
A; Pl-ARG ANTITRYPSIN; j 
CHAIN: B; i 


PLASMINOGEN ACTIVATOR 
INHIBITOR- 1; CHAIN: A, B; 
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PDB annotation 


HISTOCOMPATIBILITY COMPLEX 


IMMUNE SYSTEM 
IMMUNOGLOBULIN FOLD 


IMMUNE SYSTEM MHQ HLA, | 
CLASS I, KIR, NK CELL RECEPTOR, 
IMMUNOGLOBULIN 2 FOLD, | 
RECEPTOR/MHC COMPLEX 


IMMUNE SYSTEM MHC, HLA, j 
CLASS I, KIR, NK CELL RECEPTOR, [ 
IMMUNOGLOBULIN 2 FOLD, 
RECEPTOR/MHC COMPLEX 
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(GGKKKYKL - INDEX 
PEPTIDE); CHAIN: C; 


HLA-A*0201; CHAIN: A, D; 
BETA-2 MICROGLOBULIN; 
CHAIN: B,E;HTLV-1 
OCTAMERIC TAX PEPTIDE; 
CHAIN: C, F; i 


HLA-CW3 (HEAVY CHAIN); 
CHAM A; BETA-2- 
MICROGLOBULIN; CHAIN: B; 
: PEPTIDE FROM IMPORTIN 
ALPHA-2; CHAIN: C; NATURAL 
KILLER CELL RECEPTOR 
KIR2DL2; CHAIN: D, E; 


HLA-CW3 (HEAVY CHAIN); 
CHAIN: A; BETA-2- 
MICROGLOBULIN; CHAIN: B; 
PEPTIDE FROM IMPORTIN 
; ALPHA-2; CHAIN: C; NATURAL 
KILLER CELL RECEPTOR j 
KIR2DL2; CHAIN: D, E; 


HISTOCOMPATIBILITY 
ANTIGEN MURINE CLASS I 
MAJOR HISTOCOMPATIBILITY 
COMPLEX CONSISTING IHOC 3 
OFH-2D— B— S B2- 
MICROGLOBULIN, AND A 9- 
RESIDUE PEPTIDE IHOC 4 


HISTOCOMPATIBILITY 
ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN IHSA 3 /HLA- 
B(ASTERISK)2705$ IHSA 4 


HISTOCOMPATIBILITY 1 
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IMMUNE SYSTEM 
IMMUNOGLOBULIN (IG)-LIKE 
DOMAIN, ALPHA HELIX, BETA 
SHEET, 2 IMMUNE SYSTEM 








COMPLEX (ANTfGEN/PEPTIDE) B35; 
MAJOR HISTOCOMPATIBILITY 
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ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN I HSA 3 /HLA- 
B(ASTERISK)2705$ IHSA 4 


' HISTOCOMPATiBILITy 
ANTIGEN HUMAN CLASS I 
HI STOCOMPATIBILITY 
ANTIGEN IHSA 3 /HLA- 
B(ASTERISK)2705$ IHSA 4 


HISTOCOMPATIBILITY 
LEUKOCYTE ANTIGEN (HLA)- 
CW4 CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
HLA-CW4 SPECIFIC PEPTIDE; 
CHAIN: C; 


HISTOCOMPATIBILITY | 
ANTIGEN TRUNCATED ! 
HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN HLA-AW68 ITMC 3 
COMPLEXED WITH A 
DECAMERIC PEPTIDE 
! (EVAPPEYHRK) ITMC 4 


HISTOCOMPATIBILITY 
ANTIGEN TRUNCATED 
HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN HLA-AW68 ITMC 3 
COMPLEXED WITH A 
DECAMERIC PEPTIDE 
(EVAPPEYHRK) ITMC 4 




B*3501; CHAIN: A, B; PEPTIDE 
VPLRPMTY; CHAIN: C; 
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HISTOCOMPATIBILITY 
ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
= ANTIGEN IHSA 3 /HLA- 
B(ASTERISK)2705S IHSA 4 


HISTOCOMPATIBILITY 
ANTIGEN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN AW68.1 
(LEUCOCYTE IHSB 3 
ANTIGEN) IHSB 4 


HISTOCOMPATIBILITY 
ANTIGEN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN AW68.I 
(LEUCOCYTE IHSB 3 
ANTIGEN) IHSB 4 


HISTOCOMPATIBILITY 
LEUKOCYTE ANTIGEN (HLA)- 
CW4 CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
HLA-CW4 SPECIFIC PEPTIDE; 
CHAIN: C: 


HISTOCOMPATIBILITY 
ANTIGEN TRUNCATED 
! HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN HLA-AW68 ITMC 3 
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(EVAPPEYHRK) ITMC 4 
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IMMUNOGLOBULIN 2 FOLD, 
RECEPTOR/MHC COMPLEX 
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IMMUNE SYSTEM 
IMMUNOGLOBULIN (IG>LIKE 
DOMAIN, ALPHA HELIX, BETA 
SHEET, 2 IMMUNE SYSTEM 
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MICROGLOBULIN; CHAIN: B; 
PEPTIDE FROM IMPORTIN 
ALPHA-2; CHAIN: C; NATURAL 
KILLER CELL RECEPTOR 
1 KIR2DL2; CHAIN: D, E; 


HISTOCOMPATIBILITY 
ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN IHSA 3 /HLA- 
B[ASTERISK)2705$ IHSA 4 


HISTOCOMPATIBILITY 
ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN IHSA 3 /HLA- 
B(ASTERISK)2705$ IHSA 4 


HISTOCOMPATIBILITY 
ANTIGEN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN AW68.I 
(LEUCOCYTE IHSB 3 
ANTIGEN) IHSB 4 


HISTOCOMPATIBILITY 
ANTIGEN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN A W68.1 
(LEUCOCYTE IHSB 3 
ANTIGEN) IHSB 4 


HISTOCOMPATIBILITY 
LEUKOCYTE ANTIGEN (HLA)- 
CW4 CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
HLA-CW4 SPECIFIC PEPTIDE; 
CHAIN: C: 
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IMMUNE SYSTEM 
IMMUNOGLOBULIN FOLD 


IMMUNE SYSTEM MHC, HLA, 
CLASS I, KIR, NK CELL RECEPTOR, 
IMMUNOGLOBULIN 2 FOLD, 
RECEPTORyMHC COMPLEX 
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(GGKKKYKL - INDEX 
PEPTIDE); CHAIN: C; 


IMMUNOGLOBULIN LAMBDA 
HEAVY CHAIN; CHAIN: A, B; 
ENGINEERED PEPTIDE; CHAIN: 
E* F; 


KLA-A*0201; CHAIN: A, D; 
BETA-2 MICROGLOBULIN; 
CHAIN: B, E; HTLV-1 
OCTAMERIC TAX PEPTIDE; 
CHAIN: C, F; 


HLA-CW3 (HEAVY CHAIN); 
CHAIN: A; BETA-2- 
MICROGLOBULIN; CHAIN: B; 
PEPTIDE FROM IMPORTIN 
ALPHA-2; CHAIN: C; NATURAL 
KILLER CELL RECEPTOR 
KIR2DL2; CHAIN: D 9 E; 


HISTOCOMPATIBILITY j 
ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN IHSA 3 /HLA- 
B(ASTERISK)2705$ IHSA 4 


HISTOCOMPATIBILITY 
ANTIGEN HUMAN CLASS I 
mSTOCOMPATIBILITY 
ANTIGEN IHSA 3 /HLA- 
B(ASTER1SK)2705S IHSA 4 
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ANtlGENCLASSI. 
HISTOCOMPATIBILITY 
ANTIGEN AW68.1 
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ANTIGEN) IHSB 4 
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IMMUNOGLOBULIN INTACT 
IMMUNOGLOBULIN V REGION C j 
REGION, IMMUNOGLOBULIN j 






IMMUNE SYSTEM 
IMMUNOGLOBULIN (IG)-LIKE 
DOMAIN, ALPHA HELIX, BETA 
SHEET, 2 IMMUNE SYSTEM 




COMPLEX {ANTIGEN/PEPTIDE) B35; 
MAJOR HISTOCOMPATIBILITY 
ANTIGEN, MHC, HLA, HLA-B350I, 
HIV, 2 NEF, COMPLEX 
(ANTIGEN/PEPTIDE) 


vK 
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IGG2A INTACT ANTIBODY - 
MAB231; CHAIN: A, B, C, D 

_ 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl (IGGl) 
(MCG) WITH A HINGE 
DELETION IMCO 3 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl (IGGl) 
(MCG) WITH A HINGE 
DELETION IMCO 3 


HISTOCOMPATIBILITY 
LEUKOCYTE ANTIGEN (HLA)- 
CW4 CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN; B; 
HLA-CW4 SPECIFIC PEPTIDE; 1 
CHAIN: C; 




B*3501; CHAIN; A, B; PEPTIDE 
VPLRPMTY; CHAIN: C; 


B*3 50 1 ; CHAIN; A, B; PEPTIDE 
VPLRPMTY; CHAIN; C; 
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tn 
m 


COMPLEX (ANTIGEN/PEPTIDE) B35; 1 
MAJOR HISTOCOMPATIBILITY i 

; ANTIGEN, MHC, HLA, HLA-B3 501, 

! HIV, 2 NEF, COMPLEX 
(ANTIGEN/PEPTIDE) 


COMPLEX (ANTIGEN/PEPTIDE) B35; 
MAJOR HISTOCOMPATIBILITY 
1 ANTIGEN, MHC, HLA, HLA-B3501, 
HIV, 2 NEF. COMPLEX 
(ANTIGEN/PEPTIDE) 


HISTOCOMPATIBILITY COMPLEX 
B8; B2M; PEPTIDE HLA B8, HIV, 


! 

I 

p 

U 


HISTOCOMPATIBILITY 
ANTIGEN TRUNCATED 
HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN HLA-AW68 ITMC 3 
COMPLEXED WITH A 
DECAMERIC PEPTIDE 
(EVAPPEYHRK) ITMC 4 


HISTOCOMPATIBILITY 
ANTIGEN TRUNCATED 
HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN HLA-AW68 ITMC 3 
COMPLEXED WITH A 
DECAMERIC PEPTIDE 
1 (EVAPPEYHRK) ITMC 4 




B*3501; CHAIN: A, B; PEPTIDE 
VPLRPMTY; CHAIN: C; 


B*3501; CHAIN: A, B; PEPTIDE 
VPLRPMTY; CHAIN: C; 


B*350i; CHAIN: A, B; PEPTIDE 
yPLRPMTY; CHAIN: C; 

i 


B*0801; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
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0 

a 
a 

m 

Q 


IMMUNOGLOBULIN (IG>UKE 
DOMAIN, ALPHA HELIX, BETA 
SHEET, 2 IMMUNE SYSTEM 






COMPLEX (ANTIGEN/PEPTIDE) R35; 
MAJOR HISTOCOMPATIBILITY 
ANTIGEN, MHC, HLA, HLA-B3501, 
HTV, 2 NEF, COMPLEX 
(ANTIGEN/PEPTIDE) 


COMPLEX (ANTIGEN/PEPTIDE) B35; 
MAJOR HISTOCOMPATIBILITY 
ANTIGEN, MHC, HLA, HLA-B350I, 
HIV, 2 NEE, COMPLEX 
(ANTIGEN/PEPTIDE) 


HISTOCOMPATIBILITY COMPLEX 
B8; B2M; PEPTIDE HLA B8, HIV, 
MHC CLASS I, 

HISTOCOMPATIBILITY COMPLEX 


HISTOCOMPATIBILITY COMPLEX 
B8; B2M; PEPTIDE HLA B 8, MY, 
MHC CLASS I, 

HISTOCOMPATIBILITY COMPLEX 


B 

3 
O 

U 


LEUKOCYTE ANTIGEN (HLA)- 
CW4 CHAIN: As BETA-2 
MICROGLOBULIN; CHAIN: B; 
HLA-CW4 SPECIFIC PEPTIDE; 
CHAIN: C; 


HISTOCOMPATIBILITY 
ANTIGEN TRUNCATED 
HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN HLA-AW68 ITMC 3 
COMPLEXED WITH A 
DECAMERIC PEPTIDE 
(EVAPPEYHRK) ITMC 4 




B*3501; CHAIN: A, B; PEPTIDE 
VPLRPMTY; CHAIN: C; 


B*3501; CHAIN: A, B; PEPTIDE 
VPLRPMTY; CHAIN: C; 


B*0801; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
HIV-1 GAG PEPTIDE 
(GGKKKYKL - INDEX 
PEPTIDE); CHAIN: C; 


B*0801; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
HIV-1 GAG PEPTIDE 
(GGKKKYKL - INDEX 
PEPTIDE); CHAIN: C; 
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PDB annotation 


IMMUNE SYSTEM 
IMMUNOGLOBULIN FOLD 


IMMUNE SYSTEM MHC, HLA, 
CLASS I, KIR, NK CELL RECEPTOR, 
IMMUNOGLOBULIN 2 FOLD, 
RECEPTOR/MHC COMPLEX 
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HLA-A*0201; CHAIN: A s D; 
BETA-2 MICROGLOBULIN; 
CHAIN: B,E;HTLV-1 
OCTAMERIC TAX PEPTIDE; 
CHAIN: CF; 


HLA-CW3 (HEAVY CHAIN); 
CHAIN: A; BETA-2- 
MICROGLOBULIN; CHAIN: B; 
PEPTIDE FROM IMPORTIN 
ALPHA-2; CHAIN: C; NATURAL 
KILLER CELL RECEPTOR 
KIR2DL2; CHAIN: T>> E; 


HISTOCOMPATIBILITY 
ANTIGEN HUMAN CLASS I - 
, HISTOCOMPATIBILITY 
ANTIGEN IHSA 3 /HLA- ; 
B(ASTERISK)2705$ IHSA 4 


HISTOCOMPATIBILITY 1 
ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN IHSA 3 MLA- 
B(ASTERISK)2705$ IHSA 4 


HISTOCOMPATIBILITY 
ANTIGEN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN AW68.1 
(LEUCOCYTE IHSB 3 
ANTIGEN) IHSB 4 


HISTOCOMPATIBILITY 
ANTIGEN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN AW68, 1 
(LEUCOCYTE IHSB 3 
ANTIGEN) IHSB 4 
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D score 
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COMPLEX (ANTIGEN/PEPTIDE) B35; 
MAJOR HISTOCOMPATIBILITY 
ANTIGEN, MHC, HLA, HLA-B3501, 
HIV, 2 NEF, COMPLEX 
(ANTIGEN/PEPTTDE) 


CM 

£ d < 
m 0 d 

fifil 

8 i < § 5 


HISTOCOMPATIBILITY COMPLEX 
B8; B2M; PEPTIDE HLA B8, HIV, 
MHC CLASS I, 

HISTOCOMPATIBILITY COMPLEX ' 


HISTOCOMPATIBILITY COMPLEX 
B8; B2M; PEPTIDE HLA BS, HIV, 
MHC CLASS I, 

HISTOCOMPATIBILITY COMPLEX 


IMMUNE SYSTEM 
IMMUNOGLOBULIN FOLD 


IMMUNE SYSTEM MHC, HLA, 
CLASS L KIR, NK CELL RECEPTOR, 


a 

8 

ft 

B 
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HUMAN CLASS I 
HISTOCOMPATIBILITy 
ANTIGEN HLA-AW68 I TMC 3 
COMPLEXEDWUHA 
DECAMER3C PEPTIDE 
(EVAPPEYHRK) ITMC 4 




■ B*3501; CHAIN: A, B; PEPTIDE 
1 VPLRPMTY; CHAIN: C; 


i B*35Gi ; CHAIN: A, B; PEPTIDE 
VPLRPMTY; CHAIN: C; 


B*0S0 1 ; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
HIV-] GAG PEPTIDE 
(GGKKKYKL - INDEX 
PEPTIDE); CHAIN: C; 1 


B*0801; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
HIV-I GAG PEPTIDE 
(GGKKKYKL - INDEX 
PEPTIDE); CHAIN: C; 


HLA-A*0201; CHAIN: A, D; 

BETA-2 MICROGLOBULIN; 

CHAIN: B, E; HTLV-1 
! OCTAMERIC TAX PEPTIDE; 
! CHAIN: C> F; 
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D score 
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IMMUNOGLOBULfN 2 FOLD, 
RECEPTOR/MHC COMPLEX 










IMMUNE SYSTEM 
IMMUNOGLOBULIN (IG)-LIKE 
DOMAIN, ALPHA HELIX, BETA 
SHEET, 2 IMMUNE SYSTEM 
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MICROGLOBULIN; CHAIN: B; 
PEPTIDE FROM LMPORTIN 
ALPHA-2; CHAIN: C; NATURAL 
KILLER CELL RECEPTOR 
KIR2DL2; CHAIN: D, E; 


HISTOCOMPATIBILITY 
ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN IHSA 3 /HLA- 
B(ASTERJSK)2705$ IHSA 4 


HISTOCOMPATIBILITY 
ANTIGEN HUMAN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN IHSA3/HLA- 
B(ASTERISK)2705$ IHSA 4 


HISTOCOMPATIBILITY 
ANTIGEN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN AW6S.1 
(LEUCOCYTE IHSB 3 
ANTIGEN) IHSB 4 


HISTOCOMPATIBILITY 
ANTIGEN CLASS I 
HISTOCOMPATIBILITY 
ANTIGEN AW68. 1 
(LEUCOCYTE IHSB 3 
ANTIGEN) IHSB 4 


HISTOCOMPATIBILITY 
LEUKOCYTE ANTIGEN (HLA> 
CW4 CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
HLA-CW4 SPECIFIC PEPTIDE; 
CHAIN: C; 


HISTOCOMPATIBILITY I 
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D score 






222.04 




245.70 






PMF 
score 




o 
© 




1,00 




1.00 


LOO I 


Verify 
score 




1.12 




m 
o 




1.07 


1.25 | 


Psi Blast 




ON 

& 


\o 

Os 
<*> 


<L> 

\q 
i— » 


4 


m 

<3\ 
i 


Os 
vq 






*n 

o 

CN 


On 
CN 


in 

o 


CN 


*n 
o 

CN 


ON 
On 


STAR 
TAA 




in 
cm 


m 
cn 


in 

CM 


CM 


VD 
CM 


»n 

CM 


o * 




• 

< 


<; 


< 


< 


< 


< 


So 

Oh 




1 


to 
JC 


Ihsb 


Ihsb 

j 


o* 
cr 


o 

B 


GO P K 




1273 


1273 


1273 


! 1273 


1273 


I 1273 



518 



WO 02/0 70553*) 



PCT/US02/05095 




519 



WO 02/070539 



PCIVUS02/05095 



PDB annotation ! 








STRUCTURAL PROTEIN TWO j 
REPEATS OF SPECTRIN, ALPHA 
HELICAL LINKER REGION, 2 2 
TANDEM 3 -HE LEX COILED-COILS, 
STRUCTURAL PROTEIN 


CONTRACTILE PROTEIN TRIPLE- 1 
HELIX COILED COIL, 
CONTRACTILE PROTEIN 


TRANSCRIPTION REGULATION ! 
SIGMA70; RNA POLYMERASE 
SIGMA FACTOR, TRANSCRIPTION 
REGULATION 






RIBOSOME RIBOSOME- 
INACTIVATING PROTEIN TYPE U 


RIBOSOME RIBOSOME- 
INACHVATTNG PROTEIN TYPE 11 

f 


TRANSFERASE 1 
GLYCOSYLTRANSFERASE 


! 

© 


<E.C. 1.1.3.9) (PH 4.5) 1GOF 3 


OXEDOREDUCTASE(OXYGEN( 
A)) GALACTOSE OXIDASE 
{E.C.1.1.3.9)(FH4.5)1G0F3 | 




ALPHA SPECTRIN; CHAIN: A, 
B, C; 


HUMAN SKELETAL MUSCLE 
ALPHA-ACTININ 2; CHAIN: A; 


RNA POLYMERASE PRIMARY 
SIGMA FACTOR; CHAIN: NULL; 




COMPLEX 

(GLYCOSIDASE/CARBOHYDRA 
TE) ABRIN-A COMPLEXED 
WITH TWO SUGAR CHAINS 
1ABR3 


RIBOSOME-INACnVATING 
PROTEIN TYPE II; CHAIN: A; 
RIBOSOME-INACTIVATING 
PROTEIN TYPE E; CHAIN: B ! 


RIBOSOME-INACTIVATING 
PROTEIN TYPE II; CHAIN: A; 
RIBOSOME-INACTIVATING 
PROTEIN TYPE H; CHAIN: B 
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POLYSACCHARIDE 
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HYDROLASE XYLAN 
DEGRADATION 










IMMUNOGLOBULIN 
IMMUNOGLOBULIN 


CATALYTIC ANTIBODY 
CATALYTIC ANTIBODY, ESTERASE 


CATALYTIC ANTIBODY 
CATALYTIC ANTIBODY, ESTERASE 


COMPLEX 

flMMUNOGLOBULIN/VIRAL 
PEPTIDE) ANTIBODY 8F5; 
IMMUNOGLOBULIN, ANTIBODY, 
RHENOV1RUS, NEUTRALIZATION, 2 
CONTINUOUS EPITOPE, COMPLEX 1 
pMMUNOGLOBULIN/VIRAL [ 


IMMUNOGLOBULIN j 
IMMUNOGLOBULIN, ANTIBODY, 
CATALYTIC ANTIBODY, DIELS 
ALDER, 2 GERMLINE 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN, FAB, 
ANTIBODY, ANTI-E-SELECTIN 
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(PHOSPHOTRANSFERASE) 
ADENYLATE KINASE 
ISOENZYME-3 (GTP: AMP 
PHOSPHOTRANSFERASE) 2AK3 
3(E.C2.7.4.10)2AK3 4 
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29G11 FAB; CHAIN: L»H; 


IGG2A; CHAIN: L s H; HUMAN 
RHINO VIRUS CAPSID PROTEIN 
VP 2; CHAIN: P; 

i 

i 


IMMUNOGLOBULIN, DIELS 
ALDER CATALYTIC 
ANTIBODY; CHAIN: L, H, A, B; 


MONOCLONAL ANTI-E- 
SELECTIN 7A9 ANTIBODY; 
CHAIN: L f ft 
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CHAIN DIMER HEADER ] 


COMPLEX (ANTIBODY/ANTIGEN) 1 
FAB- 12; VEGF; COMPLEX 1 
(ANTIBODY/ANTIGEN), 
ANGIOGENIC FACTOR 


IMMUNE SYSTEM 
IMMUNOGLOBULIN, IMMUNE 
l SYSTEM 


) 

i 

2d) 

go O 

li 




IMMUNE SYSTEM ANTIBODY (FAB 
FRAGMENT), IMMUNE SYSTEM 


ANTIBODY THERAPEUTIC, 
ANTIBODY, CD52 


IMMUNE SYSTEM ANTI-PRION FAB 
3F4; ANTI-PRION FAB 3F4 ANTI- 
PRION ANTIBODY, FAB 3F4 




§ 
8. 

a 

E3 
O 
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FAB FRAGMENT; CHAIN: L, H, j 
J, K; VASCULAR 
ENDOTHELIAL GRO WTH 
FACTOR; CHAIN: V, W; i 


MONOCLONAL ANTIBODY 
MRK- 1 6 (LIGHT CHAIN); 
CHAIN: A, C; MONOCLONAL 
ANTIBODY MRK-16 (HEAVY 
CHAIN); CHAIN: B, D; 


IMMUNOGLOBULIN OPG2 FAB, 
CONSTANT DOMAIN; CHAIN: 
L; IMMUNOGLOBULIN OPG2 
FAB, VARIABLE DOMAIN; 
CHAIN: H; 


COMPLEX 

(ANTIBODY/ANTIGEN) HYHEL- 
5 FAB COMPLEXED WITH 
BOBWHITE QUAIL LYSOZYME 
IBQL 3 IBQL 95 


ANTIBODY R24 (LIGHT 
CHAIN); CHAIN: A; ANTIBODY 
R24 (HEAVY CHAIN); CHAIN: 
B; 


CAMP ATH- 1 H:LIGHT CHAIN; 
CHAIN: L; CAMPATH- 
1H:HEAVY CHAIN; CHAIN: H; 
! PEPTIDE ANTIGEN; CHAIN: P; ; 


FAB ANTIBODY LIGHT CHAIN; 
CHAIN: L; FAB ANTIBODY 
HEAVY CHAIN; CHAIN: H; 
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(ANTIBODY/ ANTI GEN) FAB 
FRAGMENT OF THE 
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1 

i 


IMMUNOGLOBULIN j 






CATALYTIC ANTIBODY 
CATALYTIC ANTIBODY 6D9 
CATALYTIC ANTIBODY, ESTER 
HYDROLYSIS, ESTEROLYTIC, FAB, j 
2 IMMUNOGLOBULIN 


COMPLEX (IMMUNOGLOBULIN I 
IGG1/IGG2A) 1 




1* 


| 

O 


MONOCLONAL ANTIBODY 
F9/I3.7 (IGGl) IFBI3 
COMPLEXED WITH 1 
LYSOZYME (E.C3.2.1.17) 1FBI4 


H 

em U 

?a 

8e 

C g ^ 
d> ^ Qh 


IMMUNOGLOBULIN FAB 
FRAGMENT OF HUMANIZED 
ANTIBODY 4D5 5 VERSION 4 
IFVD 3 ! 


IMMUNOGLOBULIN FAB 
FRAGMENT OF HUMANIZED ! 
ANTIBODY 4D5, VERSION 4 
IFVD 3 


IMMUNOGLOBULIN 6D9; 
CHAIN: L 5 H; 
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a 8 5 1 s 


COMPLEX 

(ANTIBODY/BINDING 

PROTEIN) IGGl FAB 

FRAGMENT COMPLEXED 
| WITH PROTEIN G (DOMAIN EI) 

IIGC 5 PROTEIN G 3 
! STREPTOCOCCUS IIGC 15 


IMMUNOGLOBULIN IGGl FAB' j 
FRAGMENT (B 1 312) 1 IGF 3 
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BETA, P95 SMALL GTPASE, 
NUCLEAR TRANSPORT RECEPTOR • 
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SS |3 or 
9 9 5 

Q CO S£ 
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O tx, 

S S 01 
(=9 ?V 
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§ pi? ^ 
eel 


COMPLEX (SMALL 
GTPASE/NUCLEAR PROTEIN) 
COMPLEX (SMALL 
GTPASE/NUCLEAR PROTEIN), 
SMALL GTPASE, 2 NUCLEAR 
TRANSPORT 


COMPLEX (GTP- i 
BINDING/EFFECTOR) RAS-RELATED 
PROTEIN RAB3A; COMPLEX (GTP- 
BINDING/EFFECTOR), G PROTEIN, 
EFFECTOR, RABCDR, 2 SYNAPTIC 
EXOCYTOSIS, RAB PROTEIN, 
RAB 3 A, RABPHILIN 


HYDROLASE CDC42/CDC42GAP; j 
CDC42/CDC42GAP; TRANSITION ! 
STATE, G-PROTEIN, GAP, CDC42, j 
ALF3. 9 HYDROLASE \ 


HYDROLASE G PROTEIN, 
VESICULAR TRAFFICKING, GTP 
HYDROLYSIS, RAB 2 PROTEIN, 
NEUROTRANSMITTER RELEASE, 
HYDROLASE 




TRANSFERASE TRANSFERASE, 
SERINE/THREONINE-PROTEIN 
KINASE, CASEIN KINASE, 2 


m 

I 

i 
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BETA SUBUNIT; CHAIN: B, D; 


RAP2A; CHAIN: NULL; 


RACl; CHAIN: NULL; 


RAN; CHAIN: A, C; NUCLEAR 
PORE COMPLEX PROTEIN 
NUP358; CHAIN: B, D; 


RAB-3A; CHAIN: A; 
RABPHILIN- 3 A; CHAIN: B; 


GTP BINDING PROTEIN (G25K); | 
CHAIN: A; GTPASE 
ACTIVATING PROTEIN (RHG); ; 
CHAIN: B; 


RAB3A; CHAIN: A; 




PROTEIN KINASE CK2/ALPHA- 
SUBUNIT; CHAIN: NULL; 
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Seal 


KINASE KINASE, TWITCHIN, 
INTRASTERIC REGULATION 


TRANSFERASE MITOGEN ! 
ACTIVATED PROTEIN KINASE; j 
TRANSFERASE, MAP KINASE, [ 
SERINE/THREONINE-PROTEIN j 
KINASE, 2 P3S | 


TRANSFERASE MAP KINASE, j 
SERINE/THREONINE PROTEIN j 
KINASE, TRANSFERASE j 


SERINE KINASE SERINE KINASE, j 
TITIN, MUSCLE, AUTOINHIBITION i 


TRANSFERASE MITOGEN 
ACTIVATED PROTEIN KINASE, MAP 
% ERK2; TRANSFERASE, 
SERINE/THREONINE-PROTEIN 
KINASE, MAP KINASE, 2 ERK2 




HYDROLASE PROSEGMENT, 
PROPEPTIDE, INHIBITION, 
HYDROLASE 




HYDROLASE PRO SEGMENT, 
PROPEPTIDE, INHIBITION, 
HYDROLASE 




CELL ADHESION PROTEIN 
EPITHELIAL CADHERIN DOMAINS 1 
AND 2, EC AD 12; CADHERIN, CELL 
ADHESION PROTEIN, CALCIUM 
BINDING PROTEIN 


Coumpound 


CHAIN: NULL; | 


TWITCHIN; CHAIN: A, B; 


MAP KINASE P38; CHAIN: 
NULL; | 
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tf 

<rf 
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EXTRACELLULAR 
REGULATED KINASE 2; 
CHAIN: NULL; 




HUMAN PROCATHEPSIN L; 
CHAIN: A; 
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EYE-LENS PROTEIN, 2 MULTIGENE 
FAMILY 


EYE LENS PROTEIN EYE LENS 
PROTEIN 


COMPLEX (GTP- 
BINDING/TRANSDUCER) BETA?, 
TRANSDUON BETA SUBUNIT; 
GAMMA 1, TRANSDUCER GAMMA 
SUBUNIT; COMPLEX (GTP- 
BINDING/TRANSDUCER), G 
PROTEIN, HETEROTRIMER 2 j 
SIGNAL TRANSDUCTION j 






IRON STORAGE IRON STORAGE 




MEMBRANE ADHESION SHORT 
CONSENSUS REPEAT, SUSHI, 
COMPLEMENT CONTROL PROTEIN, 
2 N-GLYCOSYLATION, MULTI- 
DOMAIN, MEMBRANE ADHESION 




COMPLEX (TRANSCRIPTION 
REGULATTON/DNA) GABP ALPHA; 
GABPBETA1; COMPLEX 
(TRANSCRIPTION 

REGULATION/DNA), DNA-BINDING, 
2 NUCLEAR PROTEIN, ETS DOMAIN, i 
ANKYRIN REPEATS, 
TRANSCRIPTION 3 FACTOR 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR. CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


Coumponnd 




GAMMA-D CRYSTALLIN; 
CHAIN: A, B 


GT-ALPHA/GI-ALPHA 
CHIMERA; CHAIN: A; GT- 
BETA; CHAIN: B; GT-GAMMA; 
CHAIN: G; 


EYE LENS PROTEIN BETA-B2- 
CRYSTALLIN 2BB2 3 j 




FERRITIN; CHAIN: NULL; | 




HUMAN BETA2- 
GLYCOPROTEIN I; CHAIN: A; 




G A BINDING PROTEIN ALPHA; 
CHAIN: A; GA BINDING 
PROTEIN BETA 1; CHAIN: B; 
DNA; CHAIN: D, E; 


P19INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 
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CONTRACTILE PROTEIN , ! 
CONTRACTILE PROTEIN, KAR3, 
KINESIN-RELATED PROTEIN. 
MOTOR 2 PROTEIN, ATPASE, P- , 
LOOP, MICROTUBULE BINDING [ 
PROTEIN { 


MOTOR PROTEIN MOTOR PROTEIN, j 
CYTOSKELETON 


MOTOR PROTEIN MOTOR PROTEIN, 1 
CYTOSKELETON 1 




COMPLEX (INHIBITOR/NUCLEASE) | 
COMPLEX (INHIBITOR/NUCLEASE), 
COMPLEX (RI-ANGX HYDROLASE 2 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH j 
3 REPEATS 


'COMPLEX (INHIBITOR/NUCLEASE) I 
COMPLEX (INHIBITOR/NUCLEASE), 
COMPLEX (RI-ANG), HYDROLASE 2 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH \ 
3 REPEATS ! 


COMPDBX (INHIBITOIVNUCLEASE) i 
COMPLEX (INHIBITOR/NUCLEASE), 
COMPLEX (RI-ANG), HYDROLASE 2 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH \ 
3 REPEATS 1 


COMPLEX (INHIBITOR/NUCLEASE) | 
COMPLEX (INHIBITOR/NUCLEASE), 
COMPLEX (RI-ANG) } HYDROLASE 2 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH 


1 

o 

CL 

S 

& 
o 
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KINESIN-LIKE PROTEIN KAR3; 
CHAIN: NULL; 
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KINESIN HEAVY CHAIN; 
CHAIN: A, B, C, D; 




RIBONUCLEASE INHIBITOR; 
CHAIN: A, D; ANGIOGENIN; 
CHAIN: B s E; 


RIBONUCLEASE INHIBITOR; 
CHAIN: A, D; ANGIOGENIN; 
CHAIN: B, E; 


RIBONUCLEASE INHIBITOR; | 
CHAIN: A, D; ANGIOGENIN; 
CHAIN: B S E; 


RIBONUCLEASE INHIBITOR; 
CHAIN: A, D; ANGIOGENIN; 

CHAIN: B, E; 


SEQFOL 
D score 


















PMF 
scare 


00't 


o 


00 

o\ 
o 




0.04 


io 

o . 
o 

1 


00*0 


0.37 


Verify 
score 


o 

2 


o 


o 

1— < 

o 

■ 




o 


o 


0.10 


0.29 


Psi Blast 


T 

<n 


<7 


CN 
i 

4J 
CN 

m 




CM 
00 


? 

oo 


1> 

NO 


le-19 




oo 
rn 

CO 


CM 
ro 


oa 
ro 




oo 


If 

»n 


.™* 

VO 
ro 


o 

fO 


STAR 
TAA 




ON 

no 

CN 


a» 

NO 

CN 




ro 


ro 


in 


s 


CHAI 

NID . 


• 








< 


< 


< 


< 




CO 


rO 


n 

a 

ro 




f 






I 


fat 


1372 


1372 


1372 




1373 


1373 : 


1373 


1373 



547 



WO 02/070539 



PCT/US02/05095 



PDB annotation 


3 REPEATS 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP JUBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SMINPJRIBONUCLEOPROTEIN 


< 

2 < p=J s 

8§3§ 


COMPLEX (NUCLEAR | 
PROTEIN/RNA) COMPLEX j 
(NUCLEAR PROTEIN/RNA), RNA, 1 
SNRNP ,RIBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPJUBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP jRIBONUCLEOPROTEIN | 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 
HOMOPHILIC ADHESION 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 
HOMOPHILIC ADHESION 


S 

% ° 

0 o 

1 ^ 


Coumpoand 




U2 RNA HAIRPIN IV; CHAIN: Q, 1 
R; U2 A'; CHAIN: A, C; U2 B°; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; CHAIN: Q, 1 
R; U2 A'; CHAIN: A, C; U2 B°; 
CHAIN: B, D; ! 
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P if 3 


U2 RNA HAIRPIN IV; CHAM: Q, 
R; U2 A 1 ; CHAIN: A, C; U2 B"; 
CHAIN: B, D; 
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U2 RNA HAIRPIN IV; CHAIN: Q, 
R; U2 A'; CHAIN: A, C; U2 B"; ! 
CHAIN: B, D; j 


HEMOLIN; CHAIN: A, B; 


HEMOLIN; CHAIN: A, B; 
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PI>B annotation 
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fi W O H > 
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O O o 

GO 0$ ?S h-i 

oo c§ o Q 




MUSCLE PROTEIN CONNECTIN, 
NEXTM5; CELL ADHESION, 
GLYCOPROTEIN s 
] TRANSMEMBRANE, REPEAT, 
BRAIN, 2 IMMUNQ GLOBULnjJ OLD, 
ALTERNATIVE SRSCrSfBTsiGNAL, 3 
MUSCLE PROTEIN 






CELL ADHESION PROTEIN VCAM- 
Dl A IVCA 6 IMMUNOGLOBULIN 
SUPERFAMILY, INTEGRIN-BINDING 
IVCA 15 


GLYCOPROTEIN CD4; 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, ! 
GLYCOPROTEIN, T-CELL, 2 MHC j 
LIPOPROTEIN, POLYMORPHISM 


TRANSCRIPTION RNA1P; RANGAP; 
GTPASE-ACTIVATING PROTEIN 


c 

3 

O 

ft 

e 


Q 
« 

1 - 

o 


T LYMPHOCYTE ADHESION 
GLYCOPROTEIN CD2 (HUMAN) 
1HNF3 


TITIN; CHAIN: NULL; 


MUSCLE PROTEIN TTTIN 
MODULE M5 (CONNECTIN) 
ITNM 3 (NMR, MINIMIZED 
AVERAGE STRUCTURE) 1 TOM 
4 ITNM 58 


GLYCOPROTEIN FIBRONECTIN i 
(TENTH TYPE HI MODULE) 
(NMR t 36 STRUCTURES) ITTF 3 


HUMAN VASCULAR CELL 
ADHESION MOLECULE-1; 
IVCA 4 CHAIN: A, B; IVCA 5 


T-CELL SURFACE ! 
GLYCOPROTEIN CD4; CHAIN: 
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GTPASE-ACTIVATING 
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^ 1 

i|S - 

fii Oh fli P-. & ^, 


ACETYLATIONRNASE INHIBITOR, 
RIBONUCLEASE/ANGIOGENIN 
INHIBITOR ACETYL ATI ON, 
LEUCINE-RICH REPEATS 


ACETYLATION RNASE INHIBITOR, 
RIBONUCLEASE/ANGIOGENIN 
INHIBITOR ACETYLATION, 
LEUCDME-RICH REPEATS 


IMMUNE SYSTEM P58 NATURAL 
KILLER CELL RECEPTOR; KIR, 
NATURAL KILLER RECEPTOR, 
INHIBITORY RECEPTOR, 2 i 
IMMUNOGLOBULIN 


CELL ADHESION PROTEIN NCAM 
MODULE 2; CELL ADHESION, 
GLYCOPROTEIN, HEPARIN- 
BINDING, GPI-ANCHOR, 2 NEURAL 
ADHESION MOLECULE, 
IMMUNOGLOBULIN FOLD, 
HOMOPHILIC 3 BINDING, CELL 
ADHESION PROTEIN 




STRUCTURAL PROTEIN TWO 
REPEATS OF SPECTRIN, ALPHA 
HELICAL LINKER REGION, 2 2 j 
TANDEM 3-HELIX COILED-COILS, 
STRUCTURAL PROTEIN | 


a 

a 

3 


CHAIN: A, B; 


RIBONUCLEASE INHIBITOR; 
CHAIN: NULL; 


RIBONUCLEASE INHIBITOR; 
CHAIN: NULL; 


MHC CLASS INK CELL 
RECEPTOR PRECURSOR; 
CHAIN: A: j 


NEURAL CELL ADHESION 
MOLECULE, LARGE ISOFORM; 
CHAIN: A; 




ALPHA SPECTRIN; CHAIN: A, 
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CONTRACTILE PROTEIN NCD, 
CLARET SEGREGATIONAL 
PROTEIN; NCD CRYSTAL 
STRUCTURE, MICROTUBULE ! 
MOTORS, KINESIN 2 SUPERFAMILY, i 
CONTRACTILE PROTEIN 


CONTRACTILE PROTEIN TRIPLE- 
HELIX COILED COIL, 
CONTRACTILE PROTEIN 


TRANSCRIPTION REGULATION 
SIGMA70; RNA POLYMERASE 
SIGMA FACTOR, TRANSCRIPTION 
REGULATION 


MOTOR PROTEIN MOTOR PROTEIN, 
CYTOSKELETON 


MOTOR PROTEIN MOTOR PROTEIN, 
CYTOSKELETON 


MOTOR PROTEIN MOTOR PROTEIN, 
CYTOSKELETON 


CONTRACTILE PROTEIN 
CONTRACTILE PROTEIN, KAR3, 
KINESIN-RELATED PROTEIN, 
MOTOR 2 PROTEIN, ATPASE, P- 
LOOP, MICROTUBULE BINDING 
PROTEIN 


MOTOR PROTEIN MOTOR PROTEIN, 
CYTOSKELETON 


MOTOR PROTEIN MOTOR PROTEIN, 
CYTOSKELETON 




SURFACE PROTEIN MEROZOITE 
SURFACE ANTIGEN 1, MAJOR 
BLOOD-STAGE EGF-LEKE DOMAIN, 
EXTRACELLULAR, MODULAR | 
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o 
a. 
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o 
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MICROTUBULE MOTOR 
PROTEIN NCD; CHAIN: A, B s C, 

D; . 


HUMAN SKELETAL MUSCLE 
ALPHA-ACTININ 2; CHAIN: A; 


RNA POLYMERASE PRIMARY 
SIGMA FACTOR] CHAIN: NULL; 


KINESIN; CHAIN: A, B; 


KINESIN; CHAIN: A, B; 
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KINES IN-LIKE PROTEIN KAR3; 
CHAIN: NULL; 


KINESIN HEAVY CHAIN; 
CHAIN: A,B, C, D; 
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MEROZOITE SURFACE 
PROTEIN I; CHAIN: A; 
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PDB annotation 


ANTICOAGULANT, 
GLYCOSYLATION 


MEMBRANE PROTEIN NMR, 
THROMBIN, EOF MODULE, 
ANTICOAGULANT, 
GLYCOSYLATION 


MEMBRANE PROTEIN NMR, ! 
THROMBIN, EGF MODULE, 
ANTICOAGULANT, 
GLYCOSYLATION 


COAGULATION FACTOR CRYSTAL 
STRUCTURE, EPIDERMAL GROWTH 
FACTOR, EGF, 2 CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 
STRUCTURE AND FUNCTION, 3 | 
HUMAN FACTOR DC, 
COAGULATION FACTOR 


BLOOD CLOTTING FACTOR VII, 
BLOOD COAGULATION, EGF-LIKE 
DOMAIN, BLOOD 2 CLOTTING 


BLOOD CLOTTING PROTEIN 
INHIBITOR COMPLEX, ! 
COAGULATION COFACTOR, 
PROTEASE 


BLOOD CLOTTING PROTEIN 
INHIBITOR COMPLEX, 
COAGULATION COFACTOR, 
PROTEASE 


BLOOD CLOTTING PROTEIN 
INHIBITOR COMPLEX, 
COAGULATION COFACTOR, ^ 
PROTEASE e ~ 4S * f 


BLOOD CLOTTING PROTEIN 
INHIBITOR COMPLEX, 


■a 

B 
P 
O 
P« 
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o 




THROMBOMODULIN; CHAIN: 
A; 


THROMBOMODULIN; CHAIN: 
A; 


FACTOR IX; CHAIN: B, C; 


BLOOD COAGULATION 
, FACTOR VH; CHAIN: A; 


COAGULATION FACTOR XA; 
CHAIN: A; COAGULATION ! 
FACTOR XA; CHAIN: L; ! 


COAGULATION FACTOR XA; 
CHAIN: A; COAGULATION 
FACTOR XA; CHAIN: L; 


COAGULATION FACTOR XA; 
CHAIN: A; COAGULATION 
FACTOR XA; CHAIN: L; 


COAGULATION FACTOR XA; 
CHAIN: A; COAGULATION 
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PDB annotation 


COAGULATION COFACTOR. 
PROTEASE 


BLOOD CLOTTING PROTEIN 
INHIBITOR COMPLEX, 1 
COAGULATION COFACTOR, 
PROTEASE 










3 

gists 

u £ o 


COMPLEX (PROTEASE/INHIBITOR) 
RTAP; GLYCOPROTEIN, SERINE 
PROTEASE, PLASMA, BLOOD 
COAGULATION, 2 COMPLEX 
(PROTEASE/INHIBrrOR) 


COMPLEX (PROTEASE/INHIBITOR) 
RTAP; GLYCOPROTEIN, SERINE 
PROTEASE, PLASMA, BLOOD \ 
COAGULATION, 2 COMPLEX 
(PROTEASE/INHIBITOR) 


| GLYCOPROTEIN GLYCOPROTEIN | 


Coumpound 


FACTOR XA; CHAIN: L; 


COAGULATION FACTOR XA; 
CHAIN; A; COAGULATION 
FACTOR XA; CHAIN: L; 


COAGULATION FACTOR 
BLOOD COAGULATION 
FACTOR XAIHCG 3 


COAGULATION FACTOR 
BLOOD COAGULATION 
FACTOR XA IHCG 3 


COAGULATION FACTOR 
BLOOD COAGULATION 
FACTOR XAIHCG 3 


COAGULATION FACTOR 
BLOOD COAGULATION 
FACTOR XA IHCG 3 


! FACTOR XA; CHAIN: H 3 L; 
ANTICOAGULANT PEPTIDE; 
CHAIN: I; 


FACTOR XA; CHAIN: H s L; 
ANTICOAGULANT PEPTIDE; 
CHAIN: I; 


FACTOR XA; CHAIN: H,L; j 
ANTICOAGULANT PEPTIDE; ! 
CHAIN: I; 


| LAMININ; CHAIN: NULL; I 
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FDB annotation 


1 GLYCOPROTEIN GLYCOPROTEIN 


| GLYCOPROTEIN GLYCOPROTEIN 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPH1LIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 
GLYCOPROTEIN 


COMPLEX (BLOGID^_ 
COAGTULATION/BsnSTTOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPHILXA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 
GLYCOPROTEIN 


COMPLEX (BLOOD 
COAGULAT10N7INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPHDLIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE, 3 
GLYCOPROTEIN 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; j 
BLOOD COAGULATION, SERINE \ 


■D 

m 
p 
o 

1* 
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U 


1 LAMININ; CHAIN: NULL; 1 


1 LAMININ; CHAIN: NULL; 


FACTOR IXA; CHAIN: C, L,; D- 
PHE-PRO-ARG; CHAIN: I; 


FACTOR IXA; CHAIN: C s L,; D- j 
PHE-PRO-ARG; CHAIN: I; j 


FACTOR IXA; CHAIN: C, L,; D- 
P HE-PRO- ARG; CHAIN: I; 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C: 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 1 
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D score 
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PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE j 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 

i 


1 

I 

o 
U 


COAGULATION FACTOR VDA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VELA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; i 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION F ACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 1 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
{LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VHA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: 15 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 
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£3 

o 

1 

o 
c 

1 


PLASMINOGEN ACTIVATION 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR j 
STUART FACTOR; BLOOD | 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 1 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN j 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 




KINASE KINASE, SIGNAL I 
TRANSDUCTION, 

CALCIUM/CALMODULIN | 


KINASE KINASE, SIGNAL 
TRANSDUCTION, 


§ 

a, 
B 
m 

o 

<J 


T-PLASMINOGEN ACTIVATOR 
Fl-G; ITPG 7 CHAIN: NULL; 
ITPGS 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 


1 BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 


! BLOOD COAGULATION 

1 FACTOR XA; CHAIN: L, C; j 


BLOOD COAGULATION | 
FACTOR XA; CHAIN: U C; 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 




CALCIUM/CALMODULIN- 
DEPENDENT PROTEIN KINASE; 
CHAIN: NULL; 


1 CALCIUM/CALMODULIN- 
DEPENDENT PROTEIN ICINASE; ; 
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PDB annotation 




PROTEIN KINASE CDK2; 
TRANSFERASE, 
SERINE/THREONINE PROTEIN 
KINASE, ATP-BINDING, 2 CELL 
CYCLE, CELL DIVISION, MITOSIS, 
PHOSPHORYLATION 


PROTEIN KINASE CDK2; 
TRANSFERASE, 
SERINE/THREONINE PROTEIN 
KINASE, ATP-BINDING, 2 CELL ! 
CYCLE, CELL DIVISION, MITOSIS, 
PHOSPHORYLATION 


SERINE/THREONINE-PROTEIN 
KINASE CSBP, RK, P38; PROTEIN 
SER/THR-KINASE, 
SERINE/THREONINE-PROTEIN 
KINASE I 


$£ 5 
a - ■ * 

S w Sj § w 

CO k£ CO CO X 


TRANSFERASE JNK3; 
TRANSFERASE, JNK3 MAP KINASE, 
SERINE/THREONINE PROTEIN 2 
KINASE 


| TRANSFERASE JNK3; 
TRANSFERASE, JNK3 MAP KINASE, 
SERINE/THREONINE PROTEIN 2 
KINASE 


KINASE KINASE, TWITCHIN, 
INTRASTERIC REGULATION 


KINASE KINASE, TWITCHIN, j 


Conmpound 


| (CATALYTIC SUBUNTT) ICTP 4 | 


HUMAN CYCLIN-DEPENDENT 
KINASE 2; CHAIN: NULL; 


HUMAN CYCUN-DEPENDENT S 
KINASE 2; CHAIN: NULL; 


P3 8 MAP KINASE; CHAIN: 
NULL; 


P38 MAP KINASE; CHAIN: 
NULL; 


C-JUN N-TERMINAL KINASE; 
CHAIN: NULL; 


C-JUN N-TERMINAL KINASE; 
CHAIN: NULL; 


TWITCHIN; CHAIN: A, B; 


! TWITCHIN; CHAIN: A, B; 1 
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a 

o 

t£5 

R 
-t-> 
O 

c 
a 

at 

(3 
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INTRASTERIC REGULATION j 


TRANSFERASE MITOGEN 
ACTIVATED PROTEIN KINASE, MAP 
2, ERK2; TRANSFERASE, 
SERINE/THREONINE-PROTEIN 
KINASE. MAP KINASE. 2 ERK2 
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§ 3 frl ^Lc^ 

u S H | i 

p < of s a 




COMPLEX (MHC/VIRAL 
PEPTIDE/RECEPTOR) HLA-A2 
HEAVY CHAIN; CLASS I MHC, T- 
CELL RECEPTOR, VIRAL PEPTIDE, 2 
COMPLEX (MHC/VIRAL 
PEPTIDE/RECEPTOR i 


COMPLEX (MHC/VIRAL 
PEPTIDE/RECEPTOR) HLA-A2 
HEAVY CHAIN; CLASS I MHC, T- 
CELL RECEPTOR, VIRAL PEPTIDE, 2 1 
COMPLEX (MHC/VIRAL j 
PEPTIDE/RECEPTOR 


COMPLEX (MHC/VIRAL ! 
PEPTIDE/RECEPTOR) HLA A2 
HEAVY CHAIN; COMPLEX 
(MHC/VIRAL PEPTIDE/RECEPTOR) 


COMPLEX (MHC/VIRAL 
PEPTIDE/RECEPTOR) HLA A2 
HEAVY CHAIN; COMPLEX 
(MHC/VIRAL PEPTIDE/RECEPTOR) 


o 
a. 

o 

u 




EXTRACELLULAR 
REGULATED KINASE 2; 
CHAIN: NULL; 


EXTRACELLULAR 
REGULATED KINASE 2; 
CHAIN: NULL; 




HLA-A 0201; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
TAX PEPTIDE; CHAIN: C; T 
CELL RECEPTOR ALPHA; 
CHAIN: D; T CELL RECEPTOR 
\ BETA; CHAIN: E; 


HLA-A 020 1 ; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
TAX PEPTIDE; CHAIN: C; T 
CELL RECEPTOR ALPHA; 
CHAIN: D; T CELL RECEPTOR ! 
: BETA; CHAIN: E; ! 


HLA-A 0201; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
TAX PEPTIDE; CHAIN: C; T 
CELL RECEPTOR ALPHA; 
CHAIN: D; T CELL RECEPTOR 
BETA; CHAIN: E; 


HLA-A 0201; CHAIN: A; BETA-2 
MICROGLOBULIN; CHAIN: B; 
TAX PEPTIDE; CHAIN: C; T 
CELL RECEPTOR ALPHA; 
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PDB annotation 


PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPjRIBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPJUBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP^RIB ONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPJEUB ONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPjRIBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPJtfBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PR0TEIN/RNA) 3 RNA, 
SNRNP.RIB ONUCLEOPROTEIN 


CELL ADHESION NEURAL CELL 
ADHESION 


CELL ADHESION LEUCINE RICH 
REPEAT, CALCIUM BINDING, CELL 
ADHESION 


CELL ADHESION LEUCINE RICH 
REPEAT, CALCIUM BINDING, CELL 
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U2 RNA HAIRPIN IV; CHAIN: Q, 
R; U2 A'; CHAIN; A, C; U2 B"; 
CHAIN: B, D; 
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^ 1m" 
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! U2 RNA HAIRPIN IV; CHAIN: Q, 
R; U2 A; CHAIN; A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; CHAIN: Q, 
R; U2 A 1 ; CHAIN: A, C; U2 B"; 
CHAIN: B S D; 
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PDB annotation 


RIBONUCLEASE/ANGIOGENIN 
INHIBITOR ACETYLATTON, 
LEUCINE-RICH REPEATS 


ACETYLATION RNASE INHIBITOR, 
RIBONUCLEASE/ANGIOGENIN 
INHIBITOR ACETYLATIOH 
LEUCINE-RICH REPEATS 




GLYCOPROTEIN GLYCOPROTEIN 




MUSCLE PROTEIN CTNC; CARDIAC, 
MUSCLE PROTEIN, REGULATORY, 
CALCIUM BINDING 


CALCIUM-BINDING PROTEIN 
CALMODULIN CXMSSKKtLld? 

DOMAIN, RESIDUES 1 - 75; CERIUM- 
LOADED, CALCIUM-BINDING 
PROTEIN 








STRUCTURAL PROTEIN HELIX- 
TURN-HELIX 


METAL TRANSPORT CALMODULIN, ] 
HIGH RESOLUTION, DISORDER j 


g 
s 


CHAIN: NULL; 


RIBONUCLEASE INHIBITOR; 
CHAIN: NULL; 




LAMININ; CHAIN: NULL; I 




TROPONIN C; CHAIN: NULL; 


CALMODULIN; CHAIN: NULL; j 


CALCIUM-BINDING PROTEIN 
CALMODULIN COMPLEXED 
WITH CALMODULIN-BINDING 
DOMAIN OF ICDM 3 
CALMODULIN-DEPENDENT 
PROTEIN KINASE II ICDM 4 


CALCIUM-BINDING PROTEIN 
CALMODULIN (VERTEBRATE) 
1CLL3 


CALCIUM-BINDING PROTEIN 
CALMODULIN (VERTEBRATE) 
1CLL3 


CARDIAC TROPONIN C; 
CHAIN: A; 


CALMODULIN; CHAIN: A; 
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PDB annotation 


EXTRACELLULAR 2 MATRIX, 
ADHESION, FUSION PROTEIN, 
STRUCTURAL PROTEIN 


||i 

P£i O ffi o < o 




TRANSFERASE KDR; TYROSINE 
KINASE 


PROTEIN BINDING ED-B, j 
FIBRONECTIN, TYPEIII DOMAIN, 
ANGIOGENESIS. PROTEIN 2 
BINDING 


PROTEIN BINDING ED-B, 
1 FIBRONECTIN, TYPEIII DOMAIN, 
ANGIOGENESIS, PROTEIN 2 
BINDING 


COAGULATION FACTOR 




COMPLEX (TWO DNA-BINDING 
PROTE1NS/DNA) MAT ALPHA-2; 
COMPLEX (TWO DNA-BINDING 
PROTEINS/DNA), COMPLEX, 2 DNA- ' 
BINDING PROTEIN, DNA, 
TRANSCRIPTION REGULATION 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) GHF-1; COMPLEX 


8. 

o 
U 




EPHRIN TYPE-B RECEPTOR 2; 
CHAIN: NULL; 


GLYCOPROTEIN FIBRONECTIN 
(TENTH TYPE EI MODULE) 
(NMR, 36 STRUCTURES) ITTF 3 


VASCULAR ENDOTHELIAL 
GROWTH FACTOR RECEPTOR 
CHAIN: A; 


FIBRONECTIN; CHAIN: A; j 


FIBRONECTTN; CHAIN: A; 


HUMAN TISSUE FACTOR; 2HFT 
4 CHAIN: NULL; 2HFT 5 




MATING-TYPE PROTEIN A-1; 
CHAIN: A; MATING-TYPE 
PROTEIN ALPHA-2; CHAIN; B; 
DNA; CHAIN: C; 
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PDB annotation 






HALOPEROXIDASE 
BROMOPEROXIDASE L, 
HALOPEROXIDASE L; 
HALOPEROXIDASE, 
OXIDOREDUCTASE 


HALOPEROXIDASE 
HALOPEROXIDASEF; 
HALOPEROXIDASE, 
OXIDOREDUCTASE, PROPIONATE 
COMPLEX 


111 

O ma *a 

gig 

ii 

Ah ST (if S 

W w 53 H 

lllg 1 

«! <i 1 cu 0 


AMINOPEPTTOASE 
AMINOPEPHDASE, PROLINE 
IMINOPEPTIDASE, SERINE 
PROTEASE, 2 XANTHOMONAS 
CAMPESTRIS 


HYDROLASE HYDROLASE, 
HALOALKANE DEHALOGENASE. 
ALPHA/BETA-HYDROLASE 


HYDROLASE HYDROLASE, j 
HALOALKANE DEHALOGENASE, 
ALPHA/BETA-HYDROLASE 


HYDROLASE A/B HYDROLASE 
FOLD, DEHALOGENASE 1-S BOND 


HYDROLASE LINB, 1,3,4,6- I 
TETRACHLORO- 1 s 4- 
CYCLOHEXADIENE ' | 


s 

pi* 
0 

0 






CHLOROPEROXIDASE L; 
CHAIN: A, B 5 C; 


CHLOROPEROXIDASE F; 
CHAIN: NULL; 


PROLINE IMINOPEPTIDASE; 
CHAIN: A, B; 


PROLINE IMINOPEPTIDASE; 
CHAIN: A, B; 


HALOALKANE 
DEHALOGENASE; CHAIN: 
NULL; 


HALOALKANE 
DEHALOGENASE; CHAIN: 
NULL; 


HALOALKANE 
DEHALOGENASE; I- 
CHLOROHEXANE CHAIN: A; 


HALOALKANE 
DEHALOGENASE; CHAIN: A; 
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D score 
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PDB annotation 


DEHALOGENASE, LINDANE, 

B IODEGRAD ATION, ALPHA/BETA- 

HYDROLASE I 


HYDROLASE HOMODJMER, 
ALPHA/BETA HYggg^gE FOLD, 

DISUBSTITUTED UREA 2 INHIBITOR 


HYDROLASE HOMODJMER, 
ALPHA/BETA HYDROLASE FOLD, 
DISUBSTITUTED UREA 2 INHIBITOR 


HYDROLASE LIPASE 


HYDROLASE j 
PSEUDOMONADACEAE, CIS- 
PEPTTDE, CLOSED 
CONFORMATION, 2 HYDROLASE, 
LID 


LYASE OXYNITRILE LYASE; 
OXYNITRILASE, CYANOGENESIS, 
1 C YANHYDRIN FORMATION, LYASE 


HYDROLASE ALPHA BETA 
HYDROLASE FOLD, PROLINE, 
PROLYL AMINOPEPTTDASE, 2 
SERRATIA IMINOPEPTIDASE 


HYDROLASE ALPHA BETA 
HYDROLASE FOLD, PROLINE, 
PROLYL AMEN OPEPTID ASE a 2 
SERRATIA, IMINOPEPTIDASE 


LIPASE LIPASE; LIPASE, 
HYDROLASE, 

PSEUDOMONADACEAE, COVALENT 
INTERMEDIATE, 2 TRIGLYCERIDE 
ANALOGUE, ENANTI 0 SELECTI VIT Y 




ENDOCYTOSIS/EXOCYTOSIS 
NSECl; PROTEIN-PROTEIN' 


§ 

o 
U 




EPOXIDE HYDROLASE; CHAIN: 
AjB; 


EPOXIDE HYDROLASE; CHAIN: 
A, B; 


LIPASE, GASTRIC; CHAIN: A, B; 


TTtlACYLGLYCEROL 
HYDROLASE; CHAIN; D; 
TRIACYLGLYCEROL 
HYDROLASE; CHAIN: E; 


HYDROXYNITRILE LYASE; 
CHAIN: A; 


PROLYL AMINOPEPTTDASE; 

CHAIN: A; 


PROLYL AMINOPEPTIDASE; 
CHAIN: A; 


TRIACYL- GLYCEROL- ■,: 
HYDROLASE; CHAIN: D, E; 




SYNTAXIN BINDING PROTEIN 
1; CHAIN: A; SYNTAXIN 1 A; 
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CHRISTMAS FACTOR; COMPLEX, ) 
INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BENDING, HYDROLASE, 3 
GLYCOPROTEIN 




SERINE PROTEASE FVIIA; FVEA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVEA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 
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COAGULATION FACTOR VUA 
{LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


ANTISTASIN; CHAIN: NULL; 


ANTISTASIN; CHAIN: NULL; 


T-PLASMINOGEN ACTIVATOR s 
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PLASMINOGEN ACTIVATION 


PLASMINOGEN ACTIVATION 


LIPID DEGRADATION 
PHOSPHOLIPASE A2, LIPID 
DEGRADATION. HYDROLASE 


LIPID DEGRAD ATION j 
PHOSPHOLIPASE A2, LIPID 
DEGRADATION HYDROLASE 


NEUROTOXIN PHOSPHOLIPASE A2 
INHIBITOR, X-RAY STRUCTURE, ! 
RECOGNITION, 2 MOLECULAR 
EVOLUTION. NEUROTOXIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 






OXIDOREDUCTASE CPR, P450R; X- 
RAY CRYSTALLOGRAPHY, 
FLAVOPROTEIH NITRIC OXIDE 
SYNTHASE- 2 OXIDOREDUCTA SE 


OXIDOREDUCTASE TWO DOMAIN j 
MOTIF, ROSSMANN FOLD 


-a 

o 
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Fl-G; ITPG 7 CHAIN: NULL; 
ITPG 8 


T-PLASMINOGEN ACTIVATOR 
Fl-G; ITPG 7 CHAIN: NULL; 
ITPG 8 


T-PLASMINOGEN ACTIVATOR 
Fl-G; ITPG 7 CHAIN: NULL; 
ITPG 8 


j PHOSPHOLIPASE A2; CHAIN: 


PHOSPHOLIPASE A2; CHAIN: 
A. B; j 


j PHOSPHOLIPASE A2 

| INHIBITOR; CHAIN: NULL 


BLOOD COAGULATION 
FACTOR XA; CHAIN; L, C; 


LECTIN (AGGLUTININ) WHEAT 
GERM AGGLUTININ 
(ISOLECTIN2)9WGA3 




N ADPH- CYTOCHROME P450 
REDUCTASE; CHAIN: A, B; 


CHLOROPLAST FERREDOXIN- ! 
NADP+ OXIDOREDUCTASE; 
CHAIN; A, B; 
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B score 
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OXIDOREDUCTASE RIBOFLAVIN, 
FLAVIN REDUCTASE, FERREDOXIN 
REDUCTASE 2 SUPERFAMILY, 
OXIDOREDUCTASE 


OXIDOREDUCTASE FNR; 
FLAVOENZYME, 
PHOTOSYNTHESIS, ELECTRON 
TRANSFER, HYDRIDE 2 TRANSFER, 
OXIDOREDUCTASE 


n cn & 
< - Q 

ft, w -<j 
w m i m p5 






COMPLEX (ZINC FINGERjDNA) 
COMPLEX (ZINC FINGER/DNA), 
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OXIDOREDUCTASE 
(NADP+(A) 3 FERRED0XIN(A}) 
FERREDOXIN:NADP+ 
OXIDOREDUCTASE 
(FERREDOXIN REDUCTASE, 
IFNB 3 FLAVOENZYME) 
(E.C.I. 18.1.2) IFNB 4 IFNB 72 


FLAVIN REDUCTASE; CHAIN: 
A, B, C, D; 


FERREDOXIN:NADP+ 
REDUCTASE; CHAIN: A, B; 


FERREDOXIN— NADP+ 
REDUCTASE; CHAIN: NULL; 


OXIDOREDUCTASE 
(NITROGENOUS ACCEPTOR) 
NADH-DEPENDENT NITRATE 
REDUCTASE (CYTOCHROME B 
REDUCTASE 2CND 3 
FRAGMENT) (E.C.1.6.6.1) 
COMPLEXED WITH FAD 2CND 
4 (SYNCHROTRON X-RAY 
DIFFRACTION) 2CND 5 




QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
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B score 
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PDB annotation 


ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGER/DNA} ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX | 
(ZINC FINGER/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA), RNA 
POLYMERASE III, 2 
TRANSCRIPTION INITIATION, ZINC 
FINGER PROTEIN 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 




COMPLEX (TRAMSeSOTTON 

FACTORyDNA) TRANSCRIPTION 
FACTOR, PROTEIN-DNA COMPLEX, 
CYTOKINE 2 ACTIVATION, 
COMPLEX (TRANSCRIPTION 
FACTOR/DNA) 


LIPID BINDING PROTEIN APO-E3; 


I 

B 

i 


OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B } C; I 


DNA; CHAIN: A, B, D, E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F t G; 

i 


^ Ph* 

■rf* CO 

egg 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A y B; 


1 ZINC FINGER PROTEIN GLIl; 
1 CHAIN: A; DNA; CHAIN: C, D; 




STAT3B; CHAIN: A; 18-MER 
DESOXYOLIGONUCLEOTIDE; 
' CHAIN: B; 


APOLIPOPROTEIN E; CHAM: A; 
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D score 
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RNA-BMDING PROTEIN/RNA TRA 
PRE-MRNA; SPLICING . 
REGULATION, RNP DOMAIN, RNA 
COMPLEX 


RNA-BINDING PROTEIN/RNA TRA 
PRE-MRNA; SPLICING 
REGULATION, RNP DOMAIN. RNA 
COMPLEX 


RNA-BINDING PROTEIN/RNA TRA 
PRE-MRNA; SPLICING 
REGULATION, RNP DOMAIN, RNA 
COMPLEX 


GENE REGULATION/RNA POLY(A) 
BINDING PROTEIN 1, P ABP 1; RRM, 
PROTEIN-RNA COMPLEX, GENE 
REGULATION/RNA 


GENE REGULATION/RNA P0LY(A) ! 
BINDING PROTEIN 1 , PABP 1 ; RRM, i 
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| NULL; I ANN 6 




! OXIDOREDUCTASE(ACTING 
! ON NADH ORNADPH) 
I DIHYDROPTERIDINE 

REDUCTASE (DHPR) 

(E.C.1.6.99.10) COMPLEX IDHR 

3 WITH NADH IDHR 4 
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GENE REGULATTON/RNA POLY(A) 
BINDING PROTEIN 1, PABP 1; RRM, 
PROTEIN-RNA COMPLEX, GENE 
REGULATION/RNA 


RNA BINDING PROTEIN RNA- 
BINDING DOMAIN 


NUCLEAR PROTEIN 
HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN Al , i 
NUCLEAR PROTEIN, HHRNP, RBD, j 
RRM, RNP, RNA BINDING, 2 
RIBONUCLEOPROTEIN 


NUCLEAR PROTEIN 
HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN A I , 
! NUCLEAR PROTEIN, HNRNP, RBD, 
RRM, RNP, RNA BINDING, 2 
RIBONUCLEOPROTEIN 


RNA-BINDING PROTEIN SPLICING, 
U2 SNRNP, RBD, RNA-BINDING 
PROTEIN 


COMPLEX 

(RIBONUCLEOPROTEIN/DNA) 
HNRNP Al, UPI; COMPLEX 
(RIBONUCLEOPROTEIN/DNA), 
HETEROGENEOUS NUCLEAR 2 
RIBONUCLEOPROTEIN Al 


RNA BINDING DOMAIN RNA 
BINDING DOMAIN. RBD, RNA 
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OXIDOREDUCTASE; 
OXIDOREDUCTASE, j 
CYTOCHROME(C)-OXYGEN > 
CYTOCHROME C 2 OXIDASE 


OXIDOREDUCTASE 
FERROCYTOCHROME CV:OXYGEN 
OXIDOREDUCTASE; 
OXIDOREDUCTASE, 
CYTOCHROME(C>OXYGEN, 
CYTOCHROME C 2 OXIDASE 




MUSCLE CONTRACTION MUSCLE 
CONTRACTION, CALCIUM- 
ACTTVATED, TROPONIN, E-F HAND 
2 CALCIUM-BINDING PROTEIN 


TRANSFERASE IL-2-INDUC1BLE T- 
CELL KINASE; TRANSFERASE, 
REGULATORY INTRAMOLECULAR 
COMPLEX, KINASE 


OXIDOREDUCTASE PDZ DOMAIN, 
NNOS, NITRIC OXIDE SYNTHASE 


PEPTIDE RECOGNITION PEPTIDE 
RECOGNITION, PROTEIN 
LOCALIZATION 


; METAL BINDING PROTEIN CAPPING 
i PROTEIN, CALCIUM-BINDING, 

DUPLICATION, REPEAT, SH3 2 

DOMAIN. CYTOSKELETON 
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TROPONIN C; CHAIN: A 3 B; 


TYK; CHAIN: NULL; 


NEURONAL NITRIC OXIDE 
SYNTHASE; CHAIN: A; 
HEPTAPEPTIDE; CHAIN: B; 


PSD-95; CHAIN: A; CRIPT; 
CHAIN: B; 


SPECTRIN ALPHA CHAIN; 
CHAIN: A; 


SIGNAL TRANSDUCTION 
PROTEIN GROWTH FACTOR 
RECEPTOR-BOUND PROTEIN 2 
(GRB2, N-TERMINAL 1 GBR 3 
SH3 DOMAIN) COMPLEXED 
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CYTOKINE LCF; CYTOKINE, 
LYMPHOCYTE 

CHEMOATTRACTANT FACTOR, PDZ ; 
DOMAIN 


KINASE HCASK GLGF REPEAT, 
DHR; PDZ DOMAIN, NEUREXIN, 
SYNDECAN, RECEPTOR 
CLUSTERING, KINASE 


KINASE HCASK, GLGF REPEAT. 
DHR; PDZ DOMAIN, NEUREXIN, 
SYNDECAN, RECEPTOR 
CLUSTERING, KINASE 


SIGNAL TRANSDUCTION HDLG, 
DHR3 DOMAIN; SIGNAL 
TRANSDUCTION, SH3 DOMAIN, 
REPEAT 


§ 

O 

t. 

<3 


WITH SOS-A PEPTIDE IGBR 4 
OMR, 29 STRUCTURES) IGBR 
5 


ADAPTOR PROTEIN 
CONTAINING SH2 AND SID 
GROWTH FACTOR RECEPTOR- 
BOUND PROTEIN 2 (GRB2) 
IGFC 3 (C-TERMINAL SH3 
DOMAIN) (NMR, MINIMIZED 
MEAN STRUCTURE) IGFC 4 


TRANSFERASE GUANYLATE 
KINASE (KG2J.4.8) COMPLEX 
WITH IGKY 3 GUANOSINE 
MONOPHOSPHATE IGKY 4 


TRANSFERASE GUANYLATE 
KINASE (E.C.2.7 .4.8) COMPLEX 
WITH IGKY 3 GUANOSINE 
MONOPHOSPHATE IGKY 4 


j INIERLEUKIN 16; CHAIN: 
NULL; 


HCASK/LIN-2 PROTEIN; 
CHAIN: A, B; 


HCASK/LIN-2 PROTEIN; 
CHAIN: A, B; 


HUMAN DISCS LARGE 
PROTEIN; CHAIN: NULL; 
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